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53rd ASMS Conference on Mass Spectrometry 93S 
Inc, Beverly, MA; 3Fred Hutchinson Cancer Research 
Center, Seattle, WA; 4Applied Biosystems, Framingham, 
MA; 5Institute for Molecular Systems Biology, ETH, 
Zurich, Switzerland 
WP 572 Quantitative Multi-Variable Proteome Analysis using 
Difference Gel Electrophoresis and Mass Spectrometry 
to Study TGFβ and ErbB2 Signaling; Shizhen E. Wang; 
Corbin A. Whitwell; Carlos L. Argeaga; David B. 
Friedman; Vanderbilt University, Nashville, TN 
WP 573 Proteomic Quantification by Affinity Enrichment and 
Isotope Dilution Mass Spectrometry; Nicola E. 
Burdeniuk; David C. Schriemer; University of Calgary, 
Calgary, Alberta, Canada 
WP 574 An Off-Line Capillary Liquid Chromatography 
MALDI-TOFMS Method for Detection and 
Quantification of Neuropetides in Microwave Fixed 
Brain Tissue Sample; Hui Wei1; Kerstin Nolkrantz1; Mark 
C Parkin1; James P O'Callaghan2; Robert T Kennedy1; 
1University of Michigan, Ann Arbor, MI; 2Centers for 
Disease Control and Prevention, Morgan Town, WV 
WP 575 The Proteomic Response of Human Lymphoblast Cells 
to DNA Damage; Eef HC Dirksen1; Jacqueline Cloos2; 
Boudewijn JM Braakhuis2; Ruud H Brakenhoff2; Albert JR 
Heck1; Monique Slijper1; 1Utrecht University, Utrecht, The 
Netherlands; 2Free University Medical Centre, 
Amsterdam, The Netherlands 
WP 576 Using Internal Standards to Improve Reproducibility 
for SELDI Profiling of Human Serum; Arkadi G 
Krainev; Nija Chuenprateep; Yuri Agroskin; Ciphergen 
Biosystems, Inc., Fremont, CA 
WP 577 Quantification of Multi-Site Phosphorylation Status of 
Cdc2 Kinase using Isotope Labeled Phosphopeptide 
Standards; Viveka Mayya; David Han; University of 
Connecticut Health Center, Farmington, CT 
WP 578 Quantitative Intact Antibody and Antibody Drug 
Conjugate Profiling in Biological Matrices using 
Immuno-Affinity Membrane (IAM)/LC/MS; Miryam 
Kadkhodayan; Emily E Mann; Genentech, Inc., South San 
Francisco, CA 
WP 579 Absolute and Relative Quantification of the Skeletal 
and Cardiac Isoforms of Actin in Human Heart Tissue 
using Mass Spectrometry; Russell Pickford1; Neil  
Nosworthy2; Cris dos Remedios2; Michael  Guilhaus1; 
1University of New South Wales, Sydney, Australia; 
2University of Sydney, Sydney, Australia 
WP 580 Age Progression of Differential Expression of Plasma 
Proteins Between Zucker Diabetic Fatty and Lean 
Zucker Rats; Karen M. Gooding; Barry Hodge; Garrett J. 
Etgen; Richard E. Higgs; Carol Broderick; Randall K. 
Julian, Jr; Eli Lilly and Company, Indianapolis, IN 
WP 581 Quantification of Rainbow Trout and Atlantic Salmon 
Vitellogenin by LC-ESI-MS/MS using the ‘signature 
peptide’ approach; Alejandro M. Cohen1; Joseph H. 
Banoub2; Atef H. Mansour2; 1Memorial University of 
Newfoundland, St. John's, NL; 2Fisheries and Oceans, 
Canada, St. John's, NL 
WP 582 Comparison of Different Approaches for the Label-
Free Relative Quantitation of Proteins; Patrick D. 
Perkins; Christine A. Miller; Frank E. Kuhlmann; Agilent 
Technologies, Santa Clara, CA 
WP 583 Quantitative Proteomic Analysis of Vinblastine-
sensitive and –Resistant Human Ovarian Cancer Cells; 
Jinsam You1; Dawn P.G. Brown2; Sheng Liu1; Kerry 
Bemis1; Yesim Gokmen-Polar2; Mu Wang1; 1Indiana 
Centers for Applied Protein Sciences, Indianapolis, IN; 





ThP 004 Label-Free Quantitative Analysis of the Nutrient-
Deprived Plant Root Proteome using LC/MS; Jinsam 
You1; Ryoung Shin2; Kerry Bemis1; Daniel P. 
Schachtman2; 1Indiana Centers for Applied Protein 
Sciences, Indianapolis, IN; 2Donald Danforth Plant 
Science Center, St. Louis, MO 
ThP 005 Proteomic Analysis of Heat and Light Stress Response 
in Lycopersicon esculentum (tomato) plants; Paul A. 
Haynes; Emily Hattrup; Matthew Keeler; Linda Breci; The 
University of Arizona, Tucson, AZ 
ThP 006 Simultaneous Quantitative Screening and Qualitative 
Confirmation of 300 Pesticides using Liquid 
Chromatography and Linear Ion Trap Mass 
Spectrometry; Lutz Alder1; Volker Happel1; Stefan 
Koenig23; Andre Schreiber23; 1Federal Institute for Risk 
Assessment, Berlin, Germany; 2Applied Biosystems, 
Rotkreuz, Switzerland; 3Applied Biosystems, Darmstadt, 
Germany 
ThP 007 Extraction and Evaluation of Volatile Compounds in 
Molasses as Candidate Fly Attractants; Brian Quinn; 
Ulrich R. Bernier; David A. Carlson; Jerome A. Hogsette; 
USDA/ARS/CMAVE, Gainesville, FL 
ThP 008 Stability Study of Beta-Lactam Antibiotics for Optimal 
Sample Preparation and LC-MS/MS Analysis; Katerina 
Mastovska; Alan R. Lightfield; USDA-ARS-ERRC, 
Wyndmoor, PA 
ThP 009 Analysis of Residues of Carbadox and Olaquindox-
related Metabolites in Animal Tissues by LC-Tandem 
Mass Spectrometry; Joe O. Boison; Stephen  Lee; 
Canadian Food Inspection Agency (CFIA), Saskatoon, SK, 
Canada 
ThP 010 Determination of Trace Level Nitrofuran Metabolites 
in Meat Products by Electrospray LC-MS-MS; Tao 
Ding; Jingzhong Xu; Congyu Shen; Jiangsu Entry-Exit 
Inspection and Quarantine Burea, Nanjing, P.R. China 
ThP 011 Beetle in a Haystack: The Quest for the Infamous 
Southern Pine Beetle by Georeferenced Analytical 
Determination; William E. Holmes; Zachary A. Parisa; T. 
E. Nebeker; Mississippi State University, Mississippi State, 
MS 
ThP 012 Quantitative Analysis of Ergot Alkaloids in Rye Flour 
by LC-ESIMS/MS; Rayane Mohamed1; Jean-Claude 
Tabet2; Philippe A. Guy1; 1Nestlé Research Center, 
Lausanne, Switzerland; 2Lab. de Chimie Biologique 
Organique et Structurale, Paris, France 
ThP 013 Detection of Mycotoxin Compounds in Food Samples 
using LC/MS/MS; Helio A Martins1; Daniel T Lebre2; 
Gary A Impey3; 1Instituto de Pesquisas Energéticas e 
Nucleares, São Paulo, Brazil; 2Applied Biosystems, São 
Paulo, Brazil; 3Applied Biosystems/MDS SCIEX, Toronto, 
Canada 
ThP 014 Use of Molecular Imprinting Polymers Targeted 
towards ß-Agonists in Food before analysis by LC-
ESIMS/MS; Rayane Mohamed1; Yves-Alexis Hammel1; 
Jean-Claude Tabet2; Eric Gremaud1; Philippe A. Guy1; 
1Nestle Research Center, Lausanne, Switzerland; 2Lab. 
Chimie Biol. Organique Structurale, Paris, France 
ThP 015 Effects of Sample Preparation and High Resolution 
SRM on LC-MS-MS Determination Chloramphenicol 
in Various Food Products; Jingzhong Xu; Tao Ding; 
Chongyu Shen; Jiangsu Entry-Exit Inspection and 
Quarantine Burea, Nanjing, P.R. China 
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ThP 016 Functional Proteomics of Orphan Proteins in Rice; 
Timothy R. Radabaugh; Paul A. Haynes; The University of 
Arizona, Tucson, AZ 
ThP 017 Determination of Phytoestrogens in Bovine Plasma and 
Milk using Liquid Chromatography and Electrospray 
Tandem Mass Spectrometry; Jens Hansen-Møller; Stig  
Purup; Lars Porshjær Christensen; Niels Bastian 
Kristensen; Danish Institute of Agricultural Sciences, 
Tjele, Denmark 
ThP 018 Techniques for Detection of Airborne Volatiles From 
Multicolored Asian Lady Beetles; Ashli E. Brown1; 
William E. Holmes2; Eric W. Riddick1; 
1USDA/ARS/MSA/BCPRU, Stoneville, MS ; 2MS State 
University, MS State, MS 
ThP 019 Comparative Proteomics of Yeast Elicited Medicago 
truncatula Suspension Cell Cultures; Zhentian Lei; 
Bonnie S.  Watson; Richard A. Dixon; Lloyd W. Sumner; 
The Noble Foundation, Ardmore, OK 
ThP 020 Proteic Profile of the Olive Pollen by Maldi TOF/TOF; 
Donatella Aiello1; Daniela Mavrici1; Ashif Sajjad1; 
Leonardo Di Donna1; Fabio Mazzotti1; Enzo Perri2; Anna 
Napoli1; Giovanni Sindona1; 1Dept. of Chemistry, 
University of Calabria, Arcavacata di Rende (CS), Italy; 
2Centro Ricerche Agroalimentari, Arcavacata di Rende 
(CS), Italy 
ThP 021 Simultaneous Analysis of Methomyl and Mycotoxins in 
Brazilian Wine using LC-ESI/MS/MS; Daniel T. Lebre1; 
Helio A.  Martins-Júnor2; Alexandre Wang1; Oscar V. 
Bustillos2; Maria A. F. Pires2; 1Applied Biosystems do 
Brasil, Sao Paulo, SP, Brazil; 2Instituto de Pesquisas 
Energéticas e Nucleares, Sao Paulo, SP, Brazil 
ThP 022 Determination of Residues of Malachite Green and its 
Metabolite in Tilapia Fish with Liquid 
Chromatography Tandem Mass Spectrometry; Chia-
Chi Chang1; Lai-Chuan Chang2; Tzong-Shean  Chin3; 
Hwei-Mei Wen1; Jiing-Chuan Chen1; 1National Pingtung 
University of Science & Technolo, Pingtung, Taiwan; 
2Applied Biosystems, Taipei, Taiwan; 3National Chiayi 
University, Chiayi , Taiwan 
ThP 023 Identification of Peanut in Chocolate using Liquid 
Chromatographic/Mass Spectrometric (LC/MS) 
Methods; Kevin J. Shefcheck1; John H. Callahan1; Susan 
L. Hefle2; Steven M. Musser1; 1Food and Drug 
Administration, College Park, MD; 2University of 
Nebraska, Lincoln, NE 
ThP 024 Identification of Photolysis Products by Fourier 
Transform Ion Cyclotron Mass Spectrometry in 
Insecticide Research; Ronald E. Shomo; Evon  Bolessa; 
John W. Lyga; Frank Zawacki; FMC Corporation, 
Princeton, NJ 
CARBOHYDRATES 
ThP 025 Novel Derivatization for Stabilizing Sialic Acids in 
MALDI-MS; Sadanori Sekiya1; Yoshinao Wada2; Koichi 
Tanaka1; 1Shimadzu Corporation, Kyoto , Japan; 
22Research Institute, Osaka MCH, Osaka, Japan 
ThP 026 Negative-Ion MALDI MSn for Identification and 
Quantification of Isomeric Fucosylated Oligosaccharide 
Mixtures; Junko Amano1; Koichi Tanaka2; 1The Noguchi 
Institute, Tokyo, Japan; 2Shimadzu Corporation, Kyoto, 
Japan 
ThP 027 Structural Determination and Fragmentation Pattern 
of Complex Carbohydrates Compounds using MALDI-
TOF MS; Noriyuki Ojima1; Omar Belgacem1; Martin 
Resch2; Andrew Bowdler1; 1Shimadzu Biotech, 
Manchester, UK; 2Shimadzu-Biotech , Duisburg, Germany 
ThP 028 Distinctive and Complementary Nature of MALDI 
Q/TOF and TOF/TOF CID-MS/MS Sequencing of 
Large Glycans with Characteristic Branching Patterns; 
Sz-Wei Wu; Shin-Yi Yu; Hui-Chung Liang; Ya-Wen Lee; 
Kay-Hooi Khoo; Inst Biol Chem, Academia Sinica, Taipei, 
Taiwan 
ThP 029 In-source and postsource Decay in Negative-Ion 
Matrix-Assisted Laser Desorption/Ionization Time-of-
Flight Mass Spectrometry of Neutral Oligosaccharides; 
Hiroaki Suzuki; Tohru Yamagaki; Kazuo Tachibana; The 
University of Tokyo, Tokyo, Japan 
ThP 030 Fragmentation Study of Oligosaccharides with Vacuum 
Ultraviolet Light; Arugadoss Devakumar; Matthew S. 
Thompson; James P. Reilly; Indiana University, 
Bloomington, IN 
ThP 031 Sequencing of N-linked Glycans of 1-D SDS-PAGE 
Separated Glycoprotein: Fragmentation of 3-
Aminophthalic Hydrizide-Derivatized Oligosaccharides 
with MALDI-TOF/TOF; Young Hwan Kim; So Young  
Jang; Seung-Il Kim; Jong-Soon Choi; Korea Basic Science 
Institute, Daejeon, South Korea 
ThP 032 Postsource Decay, Collisional Cooling, and Collision 
Induced Dissociation in Negative-Ion Matrix-Assisted 
Laser Desorption/Ionization Mass Spectrometry of 
Neutral Lacto Oligosaccharides; Tohru Yamagaki; 
Hiroaki Suzuki; Kazuo Tachibana; The University of 
Tokyo, Tokyo, Japan 
ThP 033 Theoretical Study on the Fragmentation Mechanisms in 
Protonated and Sodium-adducted Cations of 
Glycopeptides using Molecular Orbital Methods; Takae 
Takeuchi1; Sayaka Akiuchi1; Rie Kiyama1; Michiko 
Tajiri2; Yoshinao Wada3; 1Nara Women's Univ., Nara, 
Japan; 2JST, Izumi, Osaka, Japan; 3Osaka MCHRI, Izumi, 
Osaka, Japan 
ThP 034 Structural Characterization of Linear and Branched 
Oligosaccharides using a Hybrid QqQ-Linear Ion Trap 
Mass Spectrometer; Keling Dong1; Xiangping Zhu2; Sibel 
Gunay2; Zach Shriver2; Melanie Lin1; 1Applied Biosystems, 
Framingham, MA; 2Momenta Pharmaceuticals Inc., 
Cambridge, MA 
ThP 035 Assignment of Sialylated Oligosaccharide Isomers (N-
glycans) by using MSn Spectral Matching; Yasuhiro  
Takegawa1; Kisaburo Deguchi1; Shinji Yoshioka2; Shinji 
Nagai3; Shinya Ito3; Hiroaki Nakagawa1; Shin-Ichiro 
Nishimura1; 1Graduate School of Science, Hokkaido 
University, Sapporo, Japan; 2Hitachi Science Systems 
Corporation, Hitachinaka, Japan; 3Hitachi High-
Technologies Corporation, Hitachinaka, Japan 
ThP 036 Evident Differences in FAB MS/MS Spectra of the 
Anomeric Pair of a Glycero-Type Ganglioside 1-O-
Octadecyl-3-O-N-Acetylneuraminyl-sn-Glycerol 
Sodium Salt; Yoko Ohashi1; Hiroshi Hatase1; Mitsuhiro 
Nakamura1; Eiko Wada2; Isao Kijima-Suda3; Shojiro 
Maki1; Takashi Hirano1; Haruki Niwa1; Yoshitaka Nagai2; 
1The Univ. of Electro-Communications, Chofu, Tokyo, 
Japan; 2Mitsubishi Kagaku Inst. of Life Sci., Machida, 
Tokyo, Japan; 3Lab. of Racing Chemistry, Utsunomiya, 
Tochigi, Japan 
ThP 037 Using Dissociation Energetics to Propose a Mechanism 
for Sialylated Oligosaccharide Fragmentation; Jennifer 
L.  Seymour; Shiu-Yung Chan; Catherine E. Costello; 
Joseph Zaia; Boston University School of Medicine, 
Boston, MA 
ThP 038 Differentiation of Linkages of Sialic Acid Residues on 
Oligosaccharides and their Sequence Determination by 
Negative-Ion Electrospray Tandem Mass 
Spectrometry; Wengang Chai1; Liu Yan1; Philip  Evans2; 
Helen M.I. Osborn2; Alex M. Lawson1; 1Imperial College , 
London, UK; 2University of Reading, Reading, UK 
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CHIRAL ANALYSIS BY MS 
ThP 039 Development and Application of a Method for the 
Determination of Enantiomeric Composition using 
Electrospray Ionization Mass Spectrometry; Michael E 
Koscho; Chengli Zu; Bobby N Brewer; Mississippi State 
University, Mississippi State, MS 
ThP 040 Supercritical Fluid Chromatography – Tandem Mass 
Spectrometry for Faster Bioanalysis of R/S-Warfarin in 
Human Plasma; Chad J. Briscoe; Roger A. Coe; Jonathan 
O. Rathe; Jean W.  Lee; MDS Pharma Services, Lincoln, 
NE 
ThP 041 On-the-Fly Chiral Analysis by the Kinetic Method 
using Data-Dependent LC/MS-MS; Lianming Wu1; R. 
Graham Cooks2; 1GlaxoSmithKline, King of Prussia, PA; 
2Purdue University, West Lafayette, IN 
ThP 042 Enantioselective LC/MS Method for the Determination 
of Total and Free Concentrations of Methadone and its 
Metabolite (EDDP) in Human Plasma; Maria E. 
Rodriguez-Rosas1; Juan G. Medrano1; David H. Epstein2; 
Eric T. Moolchan2; Kenzie L. Preston2; Irving W. Wainer1; 
1National Institute on Aging / NIH, Baltimore, MD; 
2National Institute on Drug Abuse / NIH, Baltimore, MD 
ThP 043 Chiral Analysis by FIA-MS using the Kinetic Method; 
Karel Lemr; Václav Ranc; Petr Frycák; Petr Bednár; 
Palacký University, Olomouc, Czech Republic 
ThP 044 Enantiomeric Separation and Quantification of 
Pindolol in Human Plasma by Chiral Liquid 
Chromatography/Tandem Mass Spectrometry using 
Liquid-Liquid Extraction; Haiping Wang; Andrea Shen; 
Merck Research Laboratories, Rahway, NJ 
ThP 045 Rapid Chiral Separations using Mass Spectrometric 
Compatible Mobile Phases for Optimal Ionazation 
Effeciency; John S Chapdelaine; Evgueni Fedorov; Jean-
Francois Larocque; Michael Mancini; Warnex 
Bioanalytical Services Inc, Laval, Quebec 
ThP 046 Atmospheric Pressure Thermoionization of Organics, 
Recognition of Chirality by In Situ Probing; Eugene N 
Nikolaev1; Oleg N Kharybin2; Igor A Popov3; 1The 
Institute for Energy Problems of Chemical Phys, Moscow, 
Russia; 2The Inst. of Biomedical Chem, Russian Med.Acad. 
Sc, Moscow, Russia; 3The Institute for Chem.Phys.Biology 
RAS, Moscow, Russia 
ThP 047 Distinguishing and Quantification of Peptides and 
Proteins Containing D-Amino Acids by Tandem Mass 
Spectrometry and Reversed-Phase Nanoflow Liquid 
Chromatography; Christopher M.  Adams; Roman A. 
Zubarev; Uppsala University, Uppsala, Sweden 
ThP 048 Parallel SFC/MS Combined with Intelligent Column 
Selection for High Throughput Chiral Optimization 
and Separations; Lu Zeng; Rongda Xu; Daniel B. Kassel; 
Syrrx, Inc., San Diego, CA 
ThP 049 GC/MS Identification of Enantiomeric Forms of 
Chloroprene Epoxide Metabolites and Their 
Enantiomeric Selectivity in Reactions with Red Cell; 
Md. Yeakub Ali; Harrell E. Hurst; University of Louisville, 
Louisville, KY 
ThP 050 A Chiral LC/MS/MS Method to Quantitate (S/R)-
Enantiomers of O-Desmethylvenlafaxine in Human 
Plasma and Urine Utilizing Parallel Chromatography 
for Increased Throughput; Brian T. Hoffman1; Susanna 
Tse2; Stacey L. Zeman1; Kathy J. Champion1; George P. 
Hade1; Sara L. Jones1; Daniel E. Mulvana1; 1Advion 
BioSciences, Ithaca, NY; 2Wyeth Research, Collegeville, 
PA 
ThP 051 A Novel Method for Separation and Quantitation of 
Multiple Stereoisomers using Normal Phase 
Chromatography with Tandem Mass Spectrometry; 
Guifen Xu; Renee Coleman; Christina Atkieski; 
Christopher Havel; Lisa Bashnick; Juthamas 
Sukbuntherng; Joyce Mordendi; Walter Yu; Celera, South 
San Francisco, CA 
ThP 052 A Chiral LC/MS/MS Method for the Rapid Analysis of 
D-Threo-Methylphenidate (Dexmethylphenidate) in 
Human EDTA K3 Plasma using Automated Extraction; 
Nadine Boudreau; Jean Couture; SFBC Anapharm Inc., 
Ste-Foy, QC, Canada 
DRUG METABOLISM:   
IDENTIFICATION, METHODS & TOOLS 
ThP 053 Identifying Secondary Fragmentation in the MS/MS 
Spectra of Pharmaceuticals using the STEP Method; 
Mary L. Bandu; Heather Desaire; University of Kansas, 
Lawrence, KS 
ThP 054 LC-MS as a Tool to Study Toxic Xenobiotics in 
Biological Fluids After Oxidative Metabolism; Claudio 
Medana; Paola  Calza; Claudio Baiocchi; Università di 
Torino, Torino, Italy 
ThP 055 Strategies For Automating in-vivo Metabolite 
Identification; Jeffrey L Whitney; Mark E Hail; Kathleen 
Anderson; Novatia, LLC, Princeton, NJ 
ThP 056 Strategy for Structure Confirmation of Drug Molecules 
via Automated Matching of Structures with Exact Mass 
MS/MS Spectra; Ian A Watson; Dale C Duckworth; 
Jeffrey J Alberts; David A Peake; Eli Lilly and Company, 
Indianapolis, IN 
ThP 057 Demonstration of an Ultra High Pressure Liquid 
Chromatographic System for Metabolite Identification 
by LC/MS; Julie Chang; William DeMaio; Robin Moore; 
Rasmy Talaat; Wyeth Research, Collegeville, PA 
ThP 058 Data Dependent Constant Neutral Loss Scans using a 
Linear Ion Trap Mass Spectrometer for the 
Identification of Metabolites; Gargi Choudhary; Marta 
Kozak; Alicia Du; Diane Cho; Thermo Electron, San Jose, 
CA 
ThP 059 Identification of A Novel  “Metabonate” from Liver 
Microsomal Incubations; Chun Li; Sehkar  Surapaneni; 
Brian  Maquez; David  Chow; QingPing  Zeng ; Gondi  
Kumar; Amgen Inc., Thousand Oaks, CA 
ThP 060 Selecting Precursor Ion on and LC Time Scale; 
Intelligent Detection versus Scan Speed; J.C. Yves Le 
Blanc; Nic Bloomfield; Alina  Dindyal-Popsecu; Applied 
Biosystems-MDS Sciex, Concord, ON Canada 
ThP 061 A Novel Approach to Perform Metabolite 
Characterization during the Quantitative LC-MS/MS 
Analyses of in-vitro Metabolic Stability Samples; Lisa M 
Magis; Austin C Li; Matthew S Bryant; Wilson Z Shou; 
Covance Laboratories Inc, Madison, WI 
ThP 062 Rapid Identification of Metabolites using Metabolite ID 
Software and the Combination of Triple Quadrupole 
Scanning with Linear Ion Trap Technology; Helen 
Lomax2; Cathy Styles2; Stephen J Lock2; Houghton Ed1; 
Dumasia Minoo1; Neville David1; 1Contract Research HFL 
Ltd, Newmarket, UK; 2Applied Biosystems, Warrington, 
UK 
ThP 063 Applicability of Mass Defect Filters (MDF) to Drug 
Metabolite Detection in Biological Matrices; Haiying 
Zhang; Kenneth Ray; Li Ma; Donglu Zhang; Dieter 
Drexler; Mingshe Zhu; Mark Sanders; Bristol-Myers 
Squibb Pharmaceutical Research Insti, Princeton, NJ 
ThP 064 A Strategy for Identification of Drug Metabolites from 
Dried Blood Spots using QTRAP Mass Spectrometry; 
Timo Mauriala; Patrick Beaudette; Nathalie Chauret; 
Renata Oballa; Kevin P Bateman; Merck Frosst, Montreal, 
Canada 
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ThP 065 Rapid Determination of Human Liver Metabolism 
Reaction Phenotype using LC/MS/MS; Mary  Grubb; 
Petia Shipkova; Robert  Langish; Jonathan Josephs; 
Bristol-Myers Squibb, Princeton, NJ 
ThP 066 Mimicry of Phase I Drug Metabolism – Novel Methods 
for Metabolite Synthesis; Ulrik Jurva; Tove Johansson; 
Lars Weidolf; AstraZeneca R&D Mölndal, Mölndal, 
Sweden 
ThP 067 Combining Profile Mode Mass Spectral Data 
Processing and Accurate Mass Filtering for Metabolite 
Identification by LC/MS; Xianguo  Zhao1; Zheming Gu1; 
Ming Gu2; Yongdong Wang2; 1XenoBiotic Laboratories, 
Inc., Plainsboro, NJ; 2Cerno Bioscience, New Haven, NJ 
ThP 068 The Use of High Resolution/High Mass Accuracy for In 
Vivo Metabolic Profiling with a Hybrid Linear Ion 
Trap/FT-ICR Mass Spectrometer; Liam Moran12; Scott 
Peterman12; Cornelius Uboh3; 1Thermo Electron , 
Schaumburg, IL; 2Thermo Electron , Somerset, NJ; 
3Pennsylvania Equine Research and Toxicology Labs, West 
Chester, PA 
ThP 069 Biometabolism of Deprenyl and Other Small Molecules 
by Various Strains of Microorganisms; William G. 
Sawyers; Cheryl D. Horton; BASi - Clinical Research Unit, 
Baltimore, MD 
ThP 070 Simultaneously Quantitative and Qualitative Analysis 
of Drug Candidate in Fresh Hepatocytes by LC/MS/MS 
with 4000 QTRAP for Rapid Metabolite Profiling; 
Hongying Gao; Olivier Materne; David Howe; Vertex 
Pharmaceuticals Incorporated, Cambridge, MA 
ThP 071 Separation and Identification of Barusiban Metabolites 
using Ultra Performance LC with Q-Tof Detection; 
Anders Sonesson; Birgitte Buur Rasmussen; Ferring 
Pharmaceuticals A/S, Copenhagen, Denmark 
ThP 072 Searching for in-vitro Drug Metabolites in LCMS 
Chromatograms Without the Aid of Radiolabels; Peter 
L Jacobs; Joop C M Waterval; NV Organon, Oss, The 
Netherlands 
ThP 073 Evaluation of the Use of a Cocktail of Substrates for 
Drug-Metabolizing Enzymes for the Determination of 
Metabolic Capacity of Hepatocytes; Sveinn Briem; 
Anna-Karin Sohlenius-Sternbeck; Eva Floby; AstraZeneca 
R&D Södertälje, Södertälje, Sweden 
ThP 074 Structural Characterization of Anti-HIV Drug 
Candidate PA-457 and its Glucuronide Metabolites and 
Evaluation of Stability by LC-ESI-MS; Zhiming  Wen1; 
Stephan T. Stern1; David E. Martin2; Kuo-Hsiung Lee1; 
Philip C. Smith1; 1The University of North Carolina at 
Chapel Hill, Chapel Hill, NC; 2Panacos Pharmaceuticals, 
Inc., Gaithersburg, MD 
ThP 075 The Use of Combined Empirical and in Silico 
Approaches for Metabolite ID in Support of Discovery 
Chemistry; William Speed; Russell, M Jones; Martin, R 
Howard; Mark Savage; Pfizer, Sandwich, UK 
ThP 076 Automated Software-Guided Identification of New 
Buspirone Metabolites using Capillary and Nano-LC-
Ion Trap Mass Spectrometry; Anabel S. Fandino; Edgar 
Nägele; Patrick D. Perkins; Agilent Technologies, 
Waldbronn, Germany 
ThP 077 In Vitro and in vivo Metabolism Study of 
Tetrahydropalmatin (THP) by LC/Tandem Mass 
Spectrometry; Samuel X. Qiu; Michael L. Gross; 
Washington University, St. Louis, MO 
DRUG METABOLISM:  ION SUPPRESSION 
ThP 078 Ion-Suppression Due to Solid Phase Extraction Phase 
Chemistries and Reduction of Matrix Induced Ion-
Suppression Measured by Electrospray Ionization Mass 
Spectrometry; Craig R. Aurand; Carmen T. Santasania; 
David S. Bell; Supelco/Sigma Aldrich, Bellefonte , Pa 
ThP 079 Exploring the Effects of Signal Suppression in 
Electrospray Ionization; Thomas P. White; Craig M. 
Whitehouse; Analytica of Brandford, Inc., Branford, CT 
ThP 080 Investigation of Matrix Effects in LC-MS/MS Assays: 
Comparing Different Dosing Vehicles Used in Drug 
Discovery IV/PO Studies; Xiaoying Xu; Hong Mei; 
Shiyong Wang; Qiao Zhou; Ganfeng Wang; Lisa Broske; 
Adrienne Pena; Walter Korfmacher; Schering-Plough 
Research Institute, Kenilworthn, NJ 
ThP 081 Can Ion suppression be Quantitated? Part II – Vials 
and HPLC/SPE Columns; Claude R. Mallet; Diane 
Diehl; Jeff R. Mazzeo; Waters Corporation, Milford, MA 
ThP 082 A Study of Error Zones for Analog Internal Standard 
in Matrix through Two Real Cases; Jiongwei Pan; 
Haihong Shi; Xiangyu Jiang; Naidong Weng; Covance, 
Madison,  WI 
ThP 083 Identification of Plasma Components Resulting in 
Significant Matrix Effects in Negative Ion ESI-MS/MS; 
Patrick K. Bennett; Min Meng; K.C. Van Horne; Tandem 
Labs, Salt Lake City, UT 
ThP 084 Investigation of Ion Suppression of Electrospray 
LC/MS/MS of Nitrogen Mustard Metabolites and 
Ricinine Extracted from Urine; Elizabeth I. Hamelin1; 
Douglas B. Mawhinney2; 1Battelle Memorial Institute, 
Atlanta, GA; 2Centers for Disease Control, Atlanta, GA 
ThP 085 Investigation of the Relationship Between Linear 
Dynamic Range, Ionization Suppression, and Solvent 
Evaporation Rate in ESI; Richard C King; Merck & Co., 
Inc., West Point, PA 
ThP 086 Dosing Vehicles, Ion Suppression and Turbulent Flow 
Chromatography; Tony M Edge1; Joe Takarewski2; 
Jonathan Bardsley1; Holme Paul1; Thomas Elizabeth1; 
1AstraZeneca, Macclesfield, UK; 2Cohesive Technologies, 
Franklin, MA 
ENDOGENOUS COMPOUND QUANTITATION 
ThP 087 Matrix Effect Evaluation in Quantitative LC/MS/MS 
Assays for Biomarkers; Laura  Cojocaru; Carl Bates; 
Manuel Cajina; Huntingdon Life Sciences, East Millstone, 
NJ 
ThP 088 Analysis of Corticosterone in Cerebro-Spinal Fluid 
(CSF) Obtained from Micrdialysis of the Lateral 
Ventricle; Laura Johnston; Nick Andrews; Paul Scullion; 
Alastair Firth; Organon Labs, Newhouse, Lanarkshire UK 
ThP 089 GC-MS/MS Quantitation of Tyrosine Metabolites 
Maleylacetone and Succinylacetone and Tyrosine 
Metabolism Inhibitor Dichloroacetate in Biological 
Fluids and Tissue; Melissa D. Zolodz; George N. 
Henderson; Peter W. Stacpoole; University of Florida, 
Gainesville, FL 
ThP 090 Automated Blood Sampling System Coupled to 
LC/MS/MS for the Determination of Endogenous 
Steroids in Rat Plasma and Tissue; Yongxin  Zhu1; 
Candice B. Kissinger1; Peter T.  Kissinger1; Alicia Du2; 
Keith A.  Waddell2; 1BASi, Bioanalytical Systems, Inc. , 
West Lafayette, IN; 2Thermo Electron Corporation, San 
Jose, CA 
ThP 091 Comparison of HPLC-MSMS and GC-MS Analysis 
Methods for Determination of Urinary Testosterone to 
Epitestosterone Ratio; Min-Jung Kang; Yong Hee 
Hwang; So Hee Park; Dong-Hyun  Kim; KIST, Seoul, 
Korea 
ThP 092 Quantitative Analysis of Beta-Carotene and Retinol in 
Serum and Feces: Bioavailability of Stable Isotopically 
Labeled Beta-Carotene; Dongwei Zhu1; Yan Wang1; Yan 
Pang1; Carolien Bouwman2; Clive West2; Richard B van 
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Breemn1; 1University of Illinois College of Pharmacy, 
Chicago, IL; 2Wageningen University , Wageningen, the 
Netherlands 
ThP 093 Simultaneously Quantitation of Malonyl Coenzyme A 
and Other Short-Chain Acyl-Coenzyme A’s in Animal 
Tissues by Ion-Pairing Reverse Phase HPLC-Mass 
Spectrometry; Lan Gao; William Chiou; Hua Tang; 
Xueheng Cheng; Heidi Camp; David Burns; Abbott 
Laboratories, Abbott Park, IL 
ThP 094 LC/MS/MS Determination of M+4 Cortisone/Cortisol 
in Human Plasma using Automated 96-Well µElution 
Solid Phase Extraction; Amy Y. Yang; Li Sun; Donald G. 
Musson; Jamie J.  Zhao; Merck & Co. Inc, West Point, PA 
ThP 095 Use of LC/MS/MS for Medium to High-Throughput 
Determination of Inhibition or Activation of 
Phosphatidylinositol Phosphatases; Nathan L. Hall; 
Michelle Dunaway; Jan Davis; J. David Pinkston; Procter 
& Gamble Pharmaceuticals, Mason, OH 
ThP 096 Simple Method to Monitor Lysophospholipids and 
Phospholipids during LC-MS Method Development via 
In-source CID; James L. Little; Eastman Chemical 
Company, Kingsport, TN 
ThP 097 A Novel LC-MS/MS Method for Rapid and Sensitive 
Quantification of Bile Acid Glucuronides in Human 
Liver Microsome Preparations; Patrick Caron1; Jocelyn 
Trottier2; Julie Bélanger2; Mélanie Verreault2; Olivier 
Barbier3; 1CHUL-CHUQ Research Center, Ste-Foy, QC, 
Canada; 2Faculty of Pharmacy Laval University, Quebec, 
QC, Canada; 3Molecular Endocrinology Research Center, 
Ste-Foy, QC, Canada 
ThP 098 Quantitation of Nicotinic Acid and its Metabolites in 
Rat Plasma using Hydrophilic Interaction 
Chromatography-Tandem Mass Spectrometry; 
Yunsheng Hsieh; Jiwen  Chen; Schering-Plough, 
Kenilworth, NJ 
ThP 099 Simultaneous Determination of Alfacalcidol 
(1α(OH)D3) and Calcitriol (1α,25(OH) 2D3) in Human 
Serum using LC/MS/MS; Morten Funch Carlsen; Jeanet 
Løgsted Nielsen; Anne-Marie Kissmeyer; LEO Pharma, 
Ballerup, DK Denmark 
ThP 100 A Fast and Improved LC-MS/MS Method for the 
Simultaneous Determination of ? 9-
Tetrahydrocannabinol and its Major Metabolites in 
Biological Matrices; Maria-Angela Vindigni; Nektaria 
Markoglou; The-Minh Tu; Marie Roumi; Markus Walles; 
Julie Ducharme; AstraZeneca R&D Montreal, Montreal, 
QC, Canada 
ThP 101 Analysis of Tobacco Specific Biomarkers S-Phenyl-
Mercapturic Acid and 3-Hydroxypropyl-Mercapturic 
Acid in Human Urine by LC-MS/MS with 96-Well 
Oasis MAX SPE; Yinghe Li1; Haihong Shi1; Shaolian 
Zhou1; Naidong Weng1; John Lauterbach2; 1Covance Labs, 
Madison, WI; 2Brown & Williamson Tobacco, Macon, GA 
ThP 102 LCMS Analysis of Squalene Derivatives using ESI with 
Post-Column Addition of Ag+; Gina Dimopoulos-
Italiano; Michael A. Brook; Amro Ragheb; M. Kirk Green; 
McMaster University, Hamilton, ON Canada 
QUANTITATION:  FOOD AND PHARMA 
ThP 103 Quantitative Determination of Bupivacaine in Plasma 
from Multiple Species using LC/MS/MS; Greg S 
Gorman; Lori Coward; Corenna Kerstner-Wood; Southern 
Research Institute, Birmingham, AL 
ThP 104 Simultaneous Determination of Midazolam and its 
Metabolites in Human Plasma using LC/MS/MS; Greg 
S Gorman; Lori Coward; Corenna Kerstner-Wood; John G 
Page; Southern Research Institute, Birmingham, AL 
ThP 105 LC-MS/MS Method for the Detection and 
Identification of Nitrofurans Metabolites in Honey; 
Eduardo Matus1; Jean-Jacques Dunyach2; Alejandro 
Albornoz3; 1Food Science Laboratories, Buenos Aires, 
Argentina; 2Thermo Electron, San Jose, CA; 3Eidomet, 
Buenos Aires, Argentina 
ThP 106 Development of an LC/MS/MS Method for N8-
Acetylspermidine Measurements in Enzyme Assays; 
Jennifer H Tang; James W Blankenship; O. David 
Sparkman; Patrick R Jones; University of the Pacific, 
Stockton, CA 
ThP 107 Antineoplastic Benzyl Styryl Sulfone Analog 1910Na: 
Tumor Cell Uptake, Quantification in Mouse and 
Human Sera; Sool Yeon  Cho1; John  Roboz1; Jian-Dong  
Jiang1; Yanling Wang1; Stanley C Bell2; Premkumar  
Reddy3; James F Holland1; 1Mount Sinai School of 
Medicine, New York, NY; 2Onconova Therapeutics, Inc., 
Lawrenceville, NJ; 3Temple University, Philadelphia, PA 
ThP 108 Determination of Chlorpyrifos and its Metabolites in 
the Rat using Coupled-Column LC MS/MS; Leah N. 
Williamson; Alvin V. Terry; Michael G. Bartlett; 
University of Georgia, Athens, GA 
ThP 109 A Sensitive LC-MS/MS Method for the Quantitation of 
Danazol in Human Serum; Erica J Nachi; Holly R  Lusk; 
Chris J Sartwell; Alan M Dzerk; Chad J Briscoe; MDS 
Pharma Services, Lincoln, NE 
ThP 110 Quantitation of Micro-Amounts of N-
Nitrosodiethanolamine in Diethanolamine by SPE and 
LC APCI/MS; Junling  Gao; Birendra Pramanik; Li-Kang  
Zhang; Emily Luk; Guodong Chen; Larry Heimark; 
Schering-Plough Research Institute, Kenilworth, NJ 
ThP 111 Quantitation of a Small Molecule Compound in 
Ophthalmic Tissues following Sub-Tenon 
Administration; Lance P. Goulet; David Gale; Carrie 
Grove; Minerva Batugo; Cathie Xiang; Santiago Vazquez; 
Tatiana Koudriakova; Pfizer Global Research and 
Development, San Diego, CA 
ThP 112 Quantification of Antiretroviral Drugs by MALDI-TOF 
Mass Spectrometry; Jeroen J van Kampen1; Peter C 
Burgers1; Ronald de Groot2; Theo M Luider1; 1Erasmus 
MC, Rotterdam, The Netherlands; 2Erasmus MC - Sophia, 
Rotterdam, The Netherlands 
ThP 113 Simultaneous Determination of Melamine and 
Formaldehyde Derivative in Melamine Resin 
Tablewares by LC-MSD; Hong-Rae Jung1; Mi-Na  Eom1; 
Ki-Cheol Kim1; Il-Heoung Jeong1; Mi-Hye Yoon1; Hoan-
Uck Ko1; Jin-Seok Son1; Seung-Woon Myung2; 
1Gyeonggi-do Institute of Health and Environment, Suwon, 
Republic of Korea; 2Kyonggi University , Suwon, Republic 
of Korea 
ThP 114 ESI/MS/MS Monitoring of Trace Levels of Thiocyanate 
and Other Low Mass Inorganic Ions in Exhaled Breath; 
Frank A. Kero1; Lakshimi K. Bajpai1; Matthew M.  
Booth1; Donn M. Dennis1; Gregory E. Conner2; Richard A. 
Yost1; 1University of Florida, Gainesville , FL; 2University 
of Miami, Miami, FL 
ThP 115 Quantitative Determination of 3-Hydroxypropyl 
Benzoylecgonine Sulfate in Dog and Rat Plasma by LC-
MS/MS; Qiao Zhan1; Thomas Tachovsky2; Brian F. 
Thomas1; James S. Wintermute1; 1Research Triangle 
Institute, International, RTP, NC; 2Entropin, Inc., Indio, 
CA 
ThP 116 Quantitative Analysis of Retinoic Acid in Plasma from 
Dogs Treated with Rambazole using Illuminated 
Plasma and Column Switching by LC/MS/MS; Mark A. 
Netsch1; Nicole Richards1; Farhad Sayyarpour1; Brian 
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Lilley1; Debra Barrett2; 1Charles River Laboratories, 
Worcester, MA; 2Barrier Therapeutics, Inc., Princeton, NJ 
ThP 117 Analysis of Complex Solutions such as Urine and PAHs 
by Membrane Inlet Mass Spectrometry; Gareth  
Dobson1; Loic Beyet1; Françoise Wilhelm2; Hervé  
Thiebaud2; Jean-Claude Tabet1; 1SSFMB (UMR 7613), 
Paris, France; 2Arkema, Saint Avold, France 
ThP 118 Development of a Liquid-Liquid Extraction, 
LC/MS/MS Method for Quantitative Analysis of DG-X 
in Beagle Plasma; Jun Zhang; Jasbir Singh; deCODE 
genetics, Inc., Woodridge, IL 
ThP 119 Analysis of Folic Acid in Fortified Flour from Brazil 
using Tandem LC-MS/MS System; Alexandre Y. Wang1; 
Daniel T. Lebre1; Helio A. Martins Jr. 2; Janete Alabourda3; 
1Applied Biosystems do Brasil, Sao Paulo, SP, Brazil; 
2Instituto de Pesquisa Energetica Nucleares, Sao Paulo, 
SP, Brazil; 3Instituto Adolfo Lutz, Sao Paulo, SP, Brazil 
ThP 120 Simultaneous LC/MS/MS Quantification of Isoniazid 
and Ethambutol in Human Plasma; Xiaoyan Chen1; Bo  
Song1; DaFan Zhong1; HongJian Jiang2; Kate Yu3; 
1Shenyang Pharmaceutical University, Shenyang, P.R. 
China; 2Waters China Ltd., Beijing, P.R.China; 3Kate Yu, 
Milford, MA 
ThP 121 Screening of Glucosamine-6P Synthase Inhibitors by 
MALDI-TOF Mass Spectrometry; Vincent Guérineau; 
Ludovic Maillard; Philippe Durand; Marie-Ange Badet; 
Bernard Badet; Olivier Laprévote; CNRS-ICSN, Gif-sur-
Yvette, France 
ThP 122 Detection of 6 Red Sudan Dyes, Dimethyl Yellow, and 
Para Red in Spices and Sauce with HPLC/MS/MS; Lutz 
Hartig1; Katrin Hoenicke1; Kristin von Czapiewski2; 
Dahlmann Jens2; 1Eurofins | Wiertz-Eggert-Jörissen, 
Hamburg, Germany; 2Applied Biosystems, Darmstadt, 
Germany 
ThP 123 Increased Sensitivity Utilizing an API 5000TM Coupled 
to Reduced Sample Volumes for the Analysis of 
Mitoxantrone Extracted from Neonatal Plasma; Jeffry 
Plomley1; Nicholas Deagon1; Feng Zhong2; Doina 
Caraiman2; 1Charles River Laboratories-CTBR, Senneville, 
Quebec, Canada; 2MDS Sciex, Concord, Ontario, Canada 
ThP 124 Monitoring Ammonia Motabolism in Mosquitoes by 
Tandem Mass Spectrometry; Qingfen  Zhang; Patricia Y. 
Scaraffia; Michael A.  Wells; Vicki H. Wysocki; 
University of Arizona, Tucson, AZ 
ThP 125 Quantitation of Methyl Phosphotriester  DNA Adduct 
of Thymidyl (3’-5’) Thymidine by LC –ESI-MS/MS; 
Fagen Zhang; Michael J. Bartels; Lynn H. Pottenger; B. 
Bhaskar Gollapudi; Melissa M. Schisler; The Dow 
Chemical Company, Midland, MI 
ThP 126 Quantitative Analysis of Phenylephrine in Human 
Plasma by Turbo Ionspray LC-MS-MS; Jessie S. 
Lindemann; Gabriel R. Hardmeyer; Melissa J. Meyer; 
Laura V. Baum; Dan J. Aufman; PRACS Institute, Ltd., 
Fargo, ND 
ThP 127 Stabilization of R-138727, the Active Metabolite of 
Prasugrel (CS-747/LY640315), in Whole Blood and its 
Assay in Human Plasma by LC-MS/MS; Henrianna Y. 
Pang1; Kiyoshi  Kawabata2; Makoto  Takahashi2; Amanda 
Shwajch1; Mary McIntosh1; Monika Kennedy1; Fabio 
Garofolo3; Pratibha Sarkar1; Ernest  Wong1; Nagy A. 
Farid4; 1Eli Lilly Canada, Inc., Toronto, ON, Canada; 
2Sankyo Co. Ltd, Tokyo, Japan; 3Vicuron Pharmaceutical, 
Inc., Gerenzano, Italy; 4Eli Lilly & Company, Indianapolis, 
IN 
ThP 128 Simultaneous Quantitation of 17-AAG and Two of its 
Major Metabolites in Plasma by Online Extraction LC-
MS/MS; Jens R Sydor1; Eric Oliver2; Caroline 
Woodward1; Paul Dow2; John Barrett1; 1Infinity 
Pharmaceuticals, Cambridge, MA; 2Covance Laboratories, 
Madison, WI 
ThP 129 A Sensitive and Selective LC-MS/MS Method for the 
Analysis of S-Phenylmercapturic Acid in Urine.; Ridha 
Nachi; Kirk Newland; Toby Julian; Alan Dzerk; Chad 
Briscoe; MDS Pharma Services, Lincoln, Nebraska 
ThP 130 LC/MS Method Analysis of Intracellular S-
Adenosylmethionine and S-Adenosylhomocysteine; 
Yuehua Huang; Karen  Brown; A. Steven   Whitehead; Ian 
A.  Blair; University of Pennsylvania, Philadelphia, PA 
ThP 131 Quantification of Nicotine in Cigarette Tobacco by 
Direct Thermal Extraction; Robert S. Frey; John J. 
Manura; Scientific Instrument Services, Ringoes, NJ 
ThP 132 Simultaneous Determination of CKD-602 Lactone and 
Carboxylate Forms in Human Plasma using 
LC/MS/MS Technique; Yaodong Xu; Yongjin Yao; Ran 
Hu; Rebecca Davis; Jennifer Jaskowiak; Nishit Modi; 
Suneel Gupta; ALZA Corp / Johnson & Johnson, Mountain 
View, CA 
ThP 133 LC/MS/MS Quantification of Globotriaosylceramide 
(GL-3) in Human Plasma: Minimizing Assay Variation 
Caused by Isoform Heterogeneity; WeiLien Chuang; 
Christa Beauregard; Joan Keutzer; Tim Edmunds; Kate 
Zhang; Genzyme Corporation, Framingham, MA 
HIGH THROUGHPUT ANALYSIS/ROBOTICS 
ThP 134 Cell-Based Assay for Screening 11beta-Hydroxysteroid 
Dehydrogenase Inhibitors using Liquid 
Chromatography/Mass Spectrometry Detection; 
Rongda Xu; Bi-Ching Sang; Daniel B. Kassel; Syrrx, Inc., 
San Diego, CA 
ThP 135 Automation on High Throughput LC/MS/MS Analysis 
for Efflux Screening in Early Drug Discovery; Hongying 
Gao; Alison Walsh; Arthur Rugg; Suchitra Chari; David 
Howe; Vertex Pharmaceuticals Incorporated, Cambridge, 
MA 
ThP 136 Two-Dimensional Mapping of Peptides According to pI 
and m/z Difference, using Microchip Technology 
combined with IR-AP MALDI/oaTOF-MS; Katsutoshi 
Takahashi1; Maki Takahashi1; Kousuke Kumondai1; 
Shinobu Nagasaka1; Kenji Nagatomo2; Jun Tamura2; 
Hisanao Hazama3; Noriyuki Naito3; Masakazu Baba4; 
Tohru Sano4; Machiko Fujita4; Wataru Hattori4; Hiroko 
Someya4; Hisao Kawaura4; 1CBRC, AIST, Tokyo, Japan; 
2JEOL Ltd., Akishima, Tokyo, Japan; 3Kawasaki Heavy 
Industries, Ltd., Akashi, Hyogo, Japan; 4NEC Corp., 
Tsukuba, Ibaraki, Japan 
ThP 137 High Throughput Proteomic Analyses by Robotic 
Sample Processing and Fully Automated Capillary LC-
MS; Eric A. Livesay; Rui Zhao; Keqi Tang; Michael 
Buschbach; Yufeng Shen; Ron Moore; Gordon Anderson; 
Richard D. Smith; Pacific Northwest National Laboratory, 
Richland, WA 
ThP 138 High-Throughput µLC/MS/MS for Silver and 
Coomassie Blue Stained Polyacrylamide Gels; Wenhong  
Zhu1; John Venable1; Carol S. Giometti2; Tripti Khare2; 
Sandra Tollaksen2; Ahrendt J. Angela2; John R. Yates III1; 
1The Scripps Research Institute, La Jolla, CA; 2Argonne 
National Laboratory, Argonne, IL 
ThP 139 An Automated Workflow for Improving the Speed and 
Specificity of Tissue Profiling; Dale S. Cornett; Richard 
M. Caprioli; Vanderbilt University, Nashville, TN 
ThP 140 Improving Robotic Protein In-Gel Digestion for 
Sensitive Mass Spectrometric Analysis; Yi-Kuang Liu; 
Yunan Miao; Teresa B. Hong; Terry D. Lee; Markus 
Kalkum; Beckman Research Insitute of the City of Hope, 
Duarte, CA 
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ThP 141 MALDI-TOF MS-Based Assays for Rapid Inhibitor 
Screening; Songtao Zhou; Greg Davis; Elizabeth Dolan; 
Thomas Burt; Artem Evdokimov; Richard Kawamoto; 
Andrew Carr; Kenneth D. Greis; P&G Pharmaceuticals, 
Mason, OH 
ThP 142 A Mechanism Based High Throughput Mass 
Spectrometry Assay for Identification of Potential 
Chemopreventive Agents; Guowen Liu; Aimee Eggler; 
Birgit M. Dietz; Adrew D. Mesecar; Judy L. Bolton; 
Richard B. van Breemen; University of Illinois College of 
Pharmacy, Chicago, IL 
ThP 143 Dual Staggered On-Line Sample Preparation 
LC/MS/MS Bioanalytical Methods using Cohesive 
TX2? and  LEAP /CTC Systems; Georgia Cornelius; 
Christian Caporuscio; Bogdan G. Sleczka; Jian Wang; 
Timothy  Olah; Bristol-Myers Squibb, Princeton, NJ 
ThP 144 On-line High-throughput Caco-2 Permeability Assay 
Coupled with Pulsed Ultrafiltration LC-MS; Yan Pang; 
Yongmei Li; Dejan Nikolic; Dongwei Zhu; Richard B. van 
Breemen; University of Illinois College of Pharmacy, 
Chicago, IL 
ThP 145 Real-Time Whole LC/MS Chromatogram Data 
Reduction using Spectrum Reconstruction; Peter E. 
Leopold1; Vladimir V. Georgiev1; Stuart Ray2; Robert 
Alecio2; Anthony G. Ferrige2; John H. Callahan3; Steven 
M. Musser3; 1BioAnalyte Inc., Portland, ME; 2Positive 
Probability Ltd, Isleham, Cambridgeshire, UK; 3CFSAN, 
US Food and Drug Administration, College Park, MD 
ThP 146 Automated Nanospray Chip System for Medium 
Throughput Mass Spectrometry; Sau Lan T. Staats; Zhili 
Huang; Lee Heineman; Shouming Du; Phoenix S&T, Inc., 
Elkton, MD 
ThP 147 An Automated LC/MS/MS Protocol to Enhance 
Throughput of Physico-Chemical Property Profiling in 
Drug Discovery; Peter G. Alden; Darcy Shave; Kate Yu; 
Rob Plumb; Warren Potts; Waters Corporation, Milford, 
MA 
ThP 148 Improved Methods for High-Throughput Analysis of 
Intact Oligonucleotides and Proteins using Automated 
Electrospray Ionization Mass Spectrometry; Mark E.  
Hail1; Jeffrey L. Whitney1; David J. Detlefsen1; Kathleen 
M. Anderson1; Brian Elliott2; 1Novatia, LLC, Princeton, 
NJ; 2Integrated DNA Technologies, Inc., Coralville, IA 
ThP 149 Rapid High-Throughput Protein Identification using 
Optical and MS/MSn Signal Filters in an Intermediate 
Vacuum MALDI-Linear Ion Trap Mass Spectrometer; 
Huy A. Bui; Laurance L. Lee; Viatcheslav Kovtoun; 
George Stafford; Thermo Electron Corporation, San Jose, 
CA 
EDUCATION 
ThP 150 MS for the Masses: A Method of Presenting Mass 
Spectrometry in Secondary Education using an 
Inquiry-Based Approach; Tiffany A. Payne; Crystal A. 
Anderson; Elizabeth F. Day; Patrick R. Jones; University 
of the Pacific, Stockton, CA 
ThP 151 Learn FTMS Fundamentals and Quantitation on an 
Inexpensive Rugged Machine - Save Your High 
Powered FTMS for the Experienced User; Wayne V. 
Rimkus; Dean V. Davis; Kenneth Gallaher; Siemens 
Applied Automation, Bartlesville, OK 
ThP 152 Use of a Permanent Magnet FTICR in the 
Undergraduate and Graduate Curriculum; O. David 
Sparkman; Jianhua Ren; Andreas Franz; Patrick R Jones; 
University of the Pacific, Stockton, CA 
HOMELAND SECURITY 
ThP 153 Generic Method for Toxin Identification, using Rapid 
Enzymatic Digestion and the Data Dependent MS/MS 
Capabilities of an ITMS; Kerry  Anderson; Susan E 
Hiscott; Nichola H Williams; Dominique D Despeyroux; 
Dstl Porton Down, Salisbury, UK 
ThP 154 Analysis of Chemical Warfare Agents in Unexploded 
Ordinance by Field-Portable GC/MS; John W. 
Grossenbacher1; J. Mitchell  Wells1; Anthony J. Cochran1; 
Garth E. Patterson1; Richard P. Erickson2; Brent D. 
Rardin1; Brent A. Knecht1; Jason L. Springston1; Mark A. 
Gregory1; Dennis J. Barket, Jr. 1; 1Griffin Analytical 
Technologies, Inc., West Lafayette, IN; 2Uniformed 
Services Univ. of the Health Sciences, Bethesda, MD 
ThP 155 Generation of a Database for the Identification of 
Methicillin-Resistant Staphylococcus aureus; Kathryn A 
Jackson1; Valerie Edwards-Jones2; Majeed Soufian1; 
Andrew J Fox3; 1Claydon Bioinformatics Ltd, Manchester, 
UK; 2Manchester Metropolitan University, Manchester, 
UK; 3Health Protection Agency, Manchester, UK 
ThP 156 Design and Evaluation of a Pre-Processing System for a 
Future Biological Detector Based on ESI/ITMS 
Technology; Sarah K West; Alison C Bussey; Dominique 
D Despeyroux; Margaret E Green; Jason Murrell; Dstl 
Porton Down, Salisbury, UK 
ThP 157 A New Diagnostic Francisella Peptide Chip Assay 
allowing Quantitative and Specific Detection of F. 
Tularensis; Jian Jiang; Carol E. Parker; Nedyalka 
Dicheva; James R. Fuller; Thomas H. Kawula; Christoph 
H.  Borchers; UNC-CH, Chapel Hill, NC 
ThP 158 Fast Detection of Toxic Chemicals using Solid Phase 
Microextraction Gas Chromatography Time-of-Flight 
Mass Spectrometry (SPME-GC-TOF); Frederick J. Cox; 
Shannon B. Fox; Wiley A. Hall; James C. Peterson; 
Battelle Eastern Science and Technology Center, 
Aberdeen, MD 
ThP 159 MALDI of Individual Biomolecule-Containing 
Airborne Particles with an Ion Trap Mass 
Spectrometer; William A. Harris; Peter T. A. Reilly; 
William B. Whitten; Oak Ridge National Laboratory, Oak 
Ridge, TN 
ThP 160 Comprehensive Quantitative Tandem MS Analysis of 
Urinary Metabolites and Albumin Adducts following 
an Accidental Human Exposure to Sulfur Mustard; 
John R Barr1; Carrie L Young1; Adrian R Woolfitt1; 
Benedict R Capacio2; J Richard Smith2; William D Korte2; 
Suzanne R Kalb1; Lisa G McWilliams1; Doris Ash1; 
1Centers for Disease Control and Prevention, Atlanta, GA; 
2US Army Medical Research Institute of Chemical Def, 
Aberdeen, MD 
ThP 161 Desorption Electrospray Ionization Mass Spectrometry 
of Explosives, and Toxic Compounds on Surfaces with 
Sensitivity Enhancement by Reactive Desorption; 
Ismael  Cotte-Rodriguez; Nari Talaty; Zoltán Takáts; 
Huanwen Chen; Bogdan Gologan; R. Graham Cooks; 
Purdue University, West Lafayette, IN 
ThP 162 Analysis of Volatile Bacterial Metabolites by Gas 
Chromatography-Mass Spectrometry; Daniel J.  
Higbee1; William L.  Wood1; Melanie  Gooldy2; Scott  
Glogowski2; Rich  Fitzpatrick2; Richard J. Karalus2; Troy 
D. Wood1; David J. Mangino2; 1University at Buffalo, 
Buffalo, NY; 2Calspan-UB Research Corp., Buffalo, NY 
HYDROCARBON & PETROCHEMICAL 
ThP 163 Deterimining the Comustion Product of Zinc 
Dialkyldithiophosphate using Electrospray Mass 
Spectrometry; Samuel A. Lewis; Bruce G. Bunting; Oak 
Ridge National Laboratory, Oak Ridge , TN 
ThP 164 Characterization of SARA Fractionated Crude Oil by 
Field Desorption Ionization Fourier Transform Ion 
Cyclotron Resonance Mass Spectrometry; Donald F. 
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Smith1; Tanner M. Schaub2; Ryan P. Rodgers2; Alan G. 
Marshall1; 1Florida State University, Tallahassee, FL; 
2National High Magnetic Field Laboratory, Tallahassee, 
FL 
ThP 165 The Determination of Acidic Species in Athabasca 
Bitumen by Electrospray Ionization (ESI) Fourier 
Transform Ion Cyclotron Resonance Mass 
Spectrometry; Ryan P. Rodgers2; Parviz  Rahimi3; 
Geoffrey C. Klein1; Alan G. Marshall1; 1Florida State 
University, Tallahassee, FL; 2National High Magnetic 
Field Laboratory, Tallahassee, FL; 3National Centre for 
Upgrading Technology, Devon, AB, Canada 
ThP 166 Ultrahigh-Resolution Mass Spectrometric Analysis of 
Acidic Components Extracted from a North Sea Crude 
Oil; Sunghwan Kim1; Pål V. Hemmingsen2; Hanne E. 
Pettersen2; Ryan P. Rodgers1; Johan Sjöblom2; Alan G. 
Marshall1; 1National High Magnetic Field Laboratory, 
Tallahassee, FL; 2Ugelstad Laboratory, Trondheim, 
Norway 
ThP 167 Monitoring Geochemical Compositional and 
Environmental Influences on Crude Oil Water Soluble 
Species by ESI FT-ICR MS; Lateefah A Stanford1; Ryan 
P. Rodgers2; Alan G. Marshall2; 1Florida State University, 
Tallahassee, Fl; 2National High Magnetic Field 
Laboratory, Tallahassee, Fl 
ThP 168 Comparative Compositional Analysis of Aromatic 
Hydrocarbons and NSO Compounds by Low Voltage 
EI FT-ICR MS Before and After Hydrotreatment; 
JinMei Fu; Ryan P Rodgers; Chris L Hendrickson; Alan G 
Marshall; NHMFL/FSU, Tallahassee, FL 
ThP 169 Negative-Ion Electrospray Ionization Mass 
Spectrometry Studies of Phytodegradation of Oilsands 
Naphthenic Acids by Algae; John V Headley1; Jing-long 
Du2; Kerry M Peru1; Narine P Gurprasad3; Dena W 
McMartin4; 1National Water Research Institute, Saskatoon, 
Saskatchewan, Canada; 2University of Saskatchewan, 
Saskatoon, Saskatchewan, Canada; 3Environmental 
Protection, PNR, Edmonton, Alberta, Canada; 4University 
of Regina, Regina, Saskatchewan, Canada 
INSTRUMENTATION:  NEW CONCEPTS 
ThP 170 Aerosol Time of Flight Mass Spectrometer for 
Detection of Biological Warfare Agents; Yuri Glukhoy1; 
Gotze Popov1; Igor Petrov2; 1Nanomat, Inc., North 
Huntingdon, PA; 2Applied Materials, Santa Clara, CA 
ThP 171 A Novel Approach for Elemental Composition 
Determination of Pharmaceuticals by Accurate Mass 
Measurements and Isotope Pattern Recognition; 
Jianyao Wang1; Ming Gu2; Yongdong Wang2; 1Wyeth 
Pharmaceuticals, Collegeville, PA; 2Cerno Bioscience, 
New Haven, CT 
ThP 172 Hyphenated Liquid Injection Field Desorption 
Ionization (LIFDI); H Bernhard Linden; Linden CMS, 
Leeste, Germany 
ThP 173 Developing Electrospray Charge Detection Mass 
Spectrometry as a Nanoparticle Injector for X-ray Free 
Electron Laser Diffraction Imaging; Michael J. Bogan1; 
Henry Benner1; Bruce Woods1; Calle Caleman2; Sara 
Lejon2; Magnus Bergh2; Stefan Hau-Riege1; Janos Hajdu2; 
Henry Chapman1; Matthias Frank1; 1Lawrence Livermore 
National Laboratory, Livermore, CA; 2Uppsala University, 
Uppsala, Sweden 
ThP 174 An Advanced Laser Desorption Ionization Ion Source 
with Controlled Superposition of Electric and 
Pneumatic Fields; Andreas Hieke; Scot R. Weinberger; 
Ciphergen Biosystems, Inc., Fremont, CA 
ThP 175 Development of Preparative Separations by Mass 
Spectrometry; Xinli Yang; Philip Mayer; František 
Turecek; University of Washington, Seattle, WA 
ThP 176 SFC-MS:  High Quality Analysis meets Green 
Chemistry; Lester Dolak; Harbaksh Sidhu; Thar 
Technologies, Pittsburgh, PA 
ThP 177 Surface Induced Dissociation (SID) in a Quadrupole 
Time of Flight Mass Spectrometer; Asiri S. Galhena; 
Chaminda M. Gamage; Vicki H. Wysocki; University of 
Arizona, Tucson, AZ 
ThP 178 Application of Direct Measurement by Ion Attachment 
Mass Spectrometry; Yoshiro Shiokawa; Harumi 
Maruyama; Masako Inoue; Megumi Nakamura; Yoshiki 
Hirano; Yasuyuki Taneda; ANELVA Technix Corp, Fuchu-
shi, Japan 
ThP 179 PeakMaster System: A Novel Dynamic Flow System for 
LC-MS; Dian Y. Lee; AIM Research Co, Hockessin, DE 
ThP 180 Surface-Surface (Ping-Pong) Neutralization-
Reionization Mass Spectrometry; Luke E. Adams; Xinli 
Yang; František Turecek; University of Washington, 
Seattle, WA 
ThP 181 Design and Characterization of a Temperature 
Controlled FAIMS System for Small Molecule 
Analysis; David A. Barnett; Roger Guevremont; Randy W. 
Purves; Ionalytics Corporation, Ottawa, Ontario, Canada 
ThP 182 High Resolution LC/MALDI System; Phil Paul1; Jason 
Rehm1; Tom Covey2; Peter Kovarik2; Min Yang2; Themis 
Flarakos3; 1Eksigent Technologies, Livermore, CA; 2MDS 
Sciex, Concord, ON, Canada; 3MDS Pharma Services, 
Montreal, QC, Canada 
ThP 183 Study and Application of a Controlled-Potential 
Electrochemistry - Electrospray Emitter for 
Electrospray Mass Spectrometry; Michael C. Granger1; 
Vilmos Kertesz2; Gary J. Van Berkel2; 1ESA, Inc., 
Chelmsford, MA; 2Oak Ridge National Laboratory, Oak 
Ridge, TN 
ThP 184 New Developments for Improved Sensitivity using 
Atmospheric Pressure Ion Sources; Si  Wu1; Nathan K. 
Kaiser1; Kai Zhang1; Gordon A.  Anderson2; David C. 
Prior2; James E. Bruce1; 1Washington State University, 
Pullman, WA; 2Pacific Northwest National Laboratory, 
Richland, WA 
ThP 185 Enhanced Ion Extraction through Various Pressure 
Regimes for Improved Sensitivity in LC/MS/MS; Ilia 
Tomski; Gholamreza  Javahery; Lisa M. Cousins; Chuck 
Jolliffe; IONICS Mass Spectrometry Group, Concord, ON, 
Canada 
ThP 186 Simultaneous Collection of Online LC-MS/MS and LC 
Fractions with Post-Column Splitting: Maximizing MS 
Information of Complex Samples With 
Nanoelectrospray Ionization; Gary A. Schultz; Lawrence 
Klecha; Victor Italiano; Michael Lees; Simon J. Prosser; 
Advion BioSciences, Inc., Ithaca, NY 
ThP 187 Electron Ionization LC-MS of Relatively Large 
Molecules; Ori Granot; Aviv  Amirav; Tel Aviv University 
, Tel Aviv , Israel 
ThP 188 The Full Integration of Solid-Phase Extraction and 
Liquid chromatography; Otto Halmingh; Spark Holland, 
Plainsboro, NJ 
ThP 189 Approaches in Food Quality Control with Small, 
Miniature and Subminiature Mass Spectrometers; 
Enrico Davoli1; Gabriele Iori1; Paolo Mazzatorta1; Luigi 
Cappellini1; Alessandro Battocchio 2; 1Mario Negri 
Institute, Milano, Italy; 2RIAL Vacuum SpA, Parma, Italy 
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INSTRUMENTATION:  QUADS & TRAPS 
ThP 190 An Empirical Study of MS/MS Systems:  Transmission 
Efficiency, Fragmentation Efficiency and RF Only 
Mass Discrimination of Various Collision Cells; Kevin J. 
Kuchta; Jian Wei; Extrel CMS, Pittsburgh, PA 
ThP 191 Comparison of the Effects of Ionization Mechanism, 
Analyte Concentration and Ion ‘Cool-Times’ on the 
Internal Energies of Peptide Ions; David O Konn1; Jason 
Murrell1; Dominique Despeyroux1; Simon J Gaskell2; 
1Dstl, Salisbury, Wiltshire, UK; 2University of Manchester, 
Manchester, Manchester, UK 
ThP 192 A Novel High-Speed Duty Cycle of Ion Traps for a 
More Detailed Analysis of Complex Protein Mixtures; 
Markus Lubeck; Carsten Baessmann; Andreas Brekenfeld; 
Michael Schubert; Bruker Daltonik GmbH, Bremen, 
Germany 
ThP 193 Ion/Ion Reactions in a Hybrid Linear Ion Trap; Yu 
Xia1; Xiaorong Liang1; Scott A. McLuckey1; Frank A. 
Londry2; James W. Hager2; 1Purdue University, West 
Lafayette, IN; 2MDS SCIEX, Concord, ON, Canada 
ThP 194 Evaluation of Tandem Quadrupole Mass Spectrometers 
and Linear Ion Trap Mass Spectrometers used for 
Constant Neutral Loss Experiments; Jeffrey J Alberts; 
Gregory A Rener; Kenneth C Cassidy; Lilly Research 
Laboratories, Indianapolis, IN 
ThP 195 Indirect Measurement of Ion Population in Ion Trap 
Tandem Mass Spectrometry of Peptides; Roger E. 
Moore; Mary K. Young; Terry D. Lee; Beckman Research 
Institute, City of Hope, Duarte, CA 
ThP 196 Axial Ion Ejection from Linear Quadrupoles with 
Added Octopole Fields; Annie Moradian; Don Douglas; 
University of British Columbia, Vancouver, BC Canada 
ThP 197 Dual LIT/oaTOF Mass Spectrometer with High 
Precursor Ion Selectivity; Yuichiro Hashimoto; Hideki 
Hasegawa; Izumi Waki; Hitachi, Ltd., Central Research 
Laboratory, Tokyo, Japan 
ThP 198 External Ion Injection into a 3D Quadrupole Ion Trap 
Mass Spectrometer: The Effect of Ion Kinetic Energies 
on Mass-Dependent Trapping; Jonathan Wilson; Richard 
W. Vachet; University of Massachusetts, Amherst, MA 
ThP 199 Axial Field Characteristics in an RF-only Linear Ion 
Trap with End Lenses; Anding Zhang; Christie G. Enke; 
University of New Mexico, Albuquerque, NM 
ThP 200 Strategies to Reduce the Effects of Field Imperfections 
in Quadrupole Ion Traps; Dodge L Baluya1; Christopher 
K Hilton1; Brian J Shortt2; Murray R. Darrach2; Ara 
Chutjian2; Richard A Yost1; 1University of Florida, 
Gainesville, FL; 2Jet Propulsion Lab, CalTech, Pasadena, 
CA 
ThP 201 Design Considerations and Testing of an Array of 
Micron-scaled Cylindrical and Rectilinear Ion Trap 
Mass Analyzers; Miriam Fico1; Guanxiang Wu1; Andrew 
J. Guymon1; William Chappell1; R. Graham Cooks1; 
Matthew G.  Blain2; Dolores Cruz2; Daniel E. Austin2; 
James G. Fleming2; 1Purdue University, West Lafayette, 
IN; 2Sandia National Labs, Albuquerque, NM 
ThP 202 Three-Dimensional XYZ Symmetrical Ion Trap with 
Three-Phase RF Field; Houle Wang; Yang Wang; Yixin 
Zhu; Kerry Nugent; Michrom BioResources, Auburn, CA 
ThP 203 Open Storage Ring Ion Trap Mass Analyzer; Samuel E. 
Tolley1; Edgar D. Lee1; Stephen A. Lammert2; Aaron  
Hawkins3; James R. Oliphant1; H. Dennis Tolley3; Alan L. 
Rockwood1; Milton L. Lee3; 1Palmar Technologies, 
Pleasant Grove, UT; 2Consultant, Bangor, ME; 3Brigham 
Young University, Provo, UT 
ThP 204 Advances of Tandem MS Functions with a Digital Ion 
Trap; Li Ding1; Francesco  Brancia1; Roger  Giles1; 
Sergey  Smirnov1; Eugene Nickolaev2; 1Shimadzu 
Research Laboratory, Manchester, UK; 2Institute of 
Energy Problems of Chemical Physics, Moscow, Russia 
ThP 205 Practical Quadrupole Theory: Pre-Filters and Post-
Filters; Randall E. Pedder; Ardara Technologies L.P., 
Monroeville, PA 
ThP 206 Rectangular Drive System for TITAN Linear 
Quadrupole Beam Cooler; Joseph V Vaz1; Micheal 
Barnes1; Laura Blomeley3; Jens Dilling1; Ori Hadary4; 
Mathew   J Smith2; Gary Wait1; 1TRIUMF, Vancouver, BC, 
Canada; 2UBC, Vancouver, BC, Canada; 3McGill, 
Montreal, PQ, Canada; 4UVic, Victoria, BC, Canada 
ThP 207 Linear Ion Trap Mass Spectrometer LTQ: Testing the 
Limits in Mass Accuracy and Resolution; Michael V. 
Gorshkov1; Roman A. Zubarev2; 1Institute of Energy 
Problems of Chemical Physics, Moscow, Russia; 2Uppsala 
Biomedical Centrum, Uppsala University, Uppsala, 
Sweden 
ThP 208 Impurity Determination using  Selective Ion Ejection 
on a Linear Ion Trap Mass Spectrometer; Julian J 
Phillips; Mike W Senko; Thermo Electron, San Jose, CA 
ThP 209 Realization of 157 nm UV Photodissociation in a Linear 
Ion Trap; Oleg A. Silivra; Frank Kjeldsen; Roman A. 
Zubarev ; Uppsala University, Uppsala, Sweden 
ThP 210 Determination of Molar Masses and Molar Mass 
Distributions of Polystyrene Size Standards with a 
Quadrupole Ion Trap; Wen-Ping Peng1; Yi-Chang 
Yang2; Ming-Wei Kang1; Chung-Wei  Lin2; Yuan-Tseng 
Lee1; Huan-Cheng  Chang1; 1Institute of atomic and 
molecular science, Taipei, Taiwan, R.O.C; 2Physics, 
National Taiwan University, Taipei, Taiwan, R.O.C 
ThP 211 Four-Electrode Rectilinear Ion Trap – Novel Trapping 
Method for Linear Ion Traps; Yishu Song; Guangxiang 
Wu; Zheng Ouyang; Graham Cooks; Purdue Univ., West 
Lafayette, IN 
ThP 212 Dynamic Collision Induced Dissociation In Quadrupole 
Ion Trap Mass Spectrometry; Douglas C. Duckworth1; 
Lei Li2; Glen P. Jackson3; Brad C. Knippel1; Douglas E. 
Goeringer1; 1Oak Ridge National Laboratory, Oak Ridge, 
TN; 2General Electric Advanced Materials, Vernon, IN; 
3Ohio University, Athens, OH 
ThP 213 Dipolar Resonant Excitation Enhancement 
Characteristics for Quadrupole Collision Cell 
Simulation; Sheldon M. Williams1; Frank A. Londry2; 
Vladimir I. Baranov2; K.W. Michael Siu1; 1York 
University, Toronto, Canada; 2MDS SCIEX, Concord, 
Canada 
ThP 214 Miniaturization of Mass Spectrometers Based on Sub 
Millimeter Cylindrical Ion Traps; Jeremy  Moxom; 
Guido F Verbeck; William B Whitten; ORNL, Oak Ridge, 
TN 
IONIZATION:  MECHANISMS 
ThP 215 The Effect of Laser Pulse Duration and Surface 
Modification on Internal Energy Transfer in DIOS; 
Guanghong Luo1; Yong Chen1; Gary Siuzdak2; Akos 
Vertes1; 1The George Washington Univeristy, Washington 
DC, DC; 2The Scripps Research Institute, La Jolla, CA 
ThP 216 Chemometric Approach to Evaluate the Parameters 
Affecting Electrospray: Application of a Box-Behnken 
Experimental Design for the Study of Arginine 
Ionization; Laurence Charles1; Stéphanie Caloprisco2; 
Salimo Mohamed1; Michelle Sergent2; 1JE TRACES Aix-
Marseille 1 et 3, Marseille, France; 2Méthodologie 
Recherche Expériment. Aix-Marseille 3, Marseille, France 
ThP 217 A Systematic Investigation of Thermal Contribution of 
Surface Assisted Laser Desorption-Ionization (SALDI) 
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Substrates; Nancy H Finkel; Lin He; North Carolina State 
University, Raleigh, NC 
ThP 218 The Effect of Physical Properties of Selected Molecules 
on Desorption/Ionization on Porous Silicon-Mass 
Spectrometry; Pekka Östman1; Sami Franssila2; Risto 
Kostiainen 3; Raimo Ketola1; Tapio Kotiaho4; 1Viikki 
DDTC, Faculty of Pharmacy, University of Helsinki, 
Helsinki, Finland; 2Microelectronics Centre, Helsinki Uni. 
of Technology, Espoo, Finland; 3Div. of Pharmaceutical 
Chemistry, Fac. of Pharmacy, University of Helsinki, 
Helsinki, Finland; 4Lab. of Analytical Chemistry, Dept. of 
Chemistry, University of Helsinki, Helsinki, Finland 
ThP 219 Uncommon Features of Monomolecular Decay for 
Perfluorinated Carboxylic Acids under Resonance 
Electron Capture Conditions; Valery G. Voinov2; Yury 
V. Vasil’ev3; Jeff Morré1; Max L. Deinzer1; Doug F. 
Barofsky1; 1Oregon State University, Corvallis, OR; 
2Pacific Institute of Bioorganic Chemistry, Vladivostok, 
Russia; 3Bashkir State Agricultural University, Ufa, Russia 
ThP 220 Electrochemistry Coupled to ESI-MS for the Study of 
Oxidations of Dinuclear Manganese Complexes; 
Camilla Zettersten1; Per J. R.  Sjöberg1; Reiner Lomoth2; 
Leif  Hammarström2; Leif  Nyholm3; 1Analytical 
Chemistry, Uppsala University, Uppsala, Sweden; 
2Physical Chemistry, Uppsala University, Uppsala, 
Sweden; 3Materials Chemistry, Uppsala University, 
Uppsala, Sweden 
ThP 221 The Role of Coarse Particles in Desorption Ionization; 
Xing Fan; Mark W. Little; Kermit K. Murray; Louisiana 
State University, Baton Rouge, LA 
ThP 222 Charged Droplet Solvent Extraction from Surfaces: 
Desoprtion Electrospray Ionization of Small Drug 
Molecules; Gary A.  Valaskovic1; Mike S. Lee2; 1New 
Objective Inc., Woburn, MA; 2Milestone Development 
Corp, Newtown, PA 
ThP 223 Surface Ionization Mass Spectrometry of Omnoponum; 
Dilshadbek Tursunbaevich Usmanov; Usman Khasanov; 
Utkur Khasanovich Rasulev; Arifov Institute of Electronics 
, Tashkent, Uzbekistan 
ThP 224 Cluster Composition Distributions at and above the 
Liquid Surface of Alcohol (Methanol~Butanol) 
Aqueous Solution; Masahiko  Tsuchiya1; Yasuo Shida2; 
Yoshiyuki Shimura3; Nobuya Miyazaki4; Shoichi 
Okouchi4; 1Yokohama National University, Yokohama, 
Japan; 2Pharmacy of Toyaku University, Tokyo, Japan; 
3Tokyo University of Marine, Tokyo, Japan; 4Hosei 
University, Tokyo, Japan 
ThP 225 Wavelength Dependence of Infrared Soft Laser 
Desorption and Ionization; Mark W Little; Kermit K 
Murray; Louisiana State University, Baton Rouge, LA 
ThP 226 Conformation of Peptide Ions in the Gas Phase: An 
Electron Capture Dissociation Approach; Romulus 
Mihalca1; Anne J. Kleinnijenhuis1; Liam A. McDonnell1; 
Albert J.R. Heck2; Ron M.A. Heeren1; 1Institute for Atomic 
and Molecular Physics, Amsterdam, The Netherlands; 
2Utrecht University, Utrecht, The Netherlands 
ThP 227 MALDI Processes at Atmospheric Pressure; Vadym D. 
Berkout; Sergey I.  Kryuchkov; Vladimir M. Doroshenko; 
Mass Tech., Inc., Columbia, MD 
ThP 228 Comparison of ESI-MS and UV-VIS Approach for the 
Formation Study of Calix[4]arene - Lanthanide 
Complexes; Haiko Herschbach1; Frédéric Brisach2; 
Françoise  Arnaud-Neu2; Alain Van Dorsselaer1; 
Emmanuelle Leize1; 1Lab. de Spectrométrie de Masse Bio-
Organique, Strasbourg, France; 2Lab. de Chimie 
Physique, Strasbourg, France 
ThP 229 Electrosprayed Droplet Impact - a New Ionization 
Method for Mass Spectrometry of Matrix-Free 
Biological Samples; Kenzo Hiraoka; Susumu Fujimaki; 
Daiki Asakawa; Ryou Uehara; University of Yamanashi, 
Kofu, Yamanashi, japan 
ThP 230 Organic Negative Cluster Ions by ESI-MS; N. B. Lentz; 
T. C. Hutcheson; R. S. Houk; Iowa State University, Ames 
Laboratory, Ames, IA 
ThP 231 Investigation of Shifts in Chemical Equilibria in 
Shrinking Droplets of an Electrospray Plume; Arno 
Wortmann; Anna Kistler-Momotova; Oliver Wilhelm; 
Renato Zenobi; ETH Zürich, Zürich, ZH, Switzerland 
ThP 232 The Mechanism of the Stille Reaction: Interception and 
Characterization of Key Intermediates via Electrospray 
Ionization Mass Spectrometry; Marcos N. Eberlin; 
Leonardo S. Santos; Giovanni B. Rosso; Ronaldo A. Pilli; 
State University of Campinas, Institute of Chemist, 
Campinas, SP, Brazil 
ThP 233 Plumedistribution during Matrix-Assisted Laser 
Desorption Process (MALDI) Examined by Post-
Ionization; Tassilo Muskat; Dirk Walbrodt; Juergen 
Grotemeyer; Inst. f. Phys. Chem. der CAU zu Kiel, Kiel, 
Germany 
ThP 234 Absolute Dissociative Electron Attachment Cross-
Sections of Chloro- and Bromo-Ethylenes; Yury V 
Vasil'ev; Benjamin Figard; Valery G Voinov; Douglas F 
Barofsky; Max L Deinzer; Oregon State University, 
Corvallis, OR 
ThP 235 The Mechanism for the Formation of H2F3- from 
Telomer Alcohols in Negative Chemical Ionization 
Mass Spectrometry; Barbara S. Larsen; Charles N. 
McEwen; DuPont Corporate Center for Analytical 
Sciences, Wilmington, DE 
ThP 236 An Electron Monochromator Based Study that 
Correlates Dissociative Electron Capture with 
Molecular Orbital Calculations for a Series of p-
Substituted Nitrobenzenes; David F. Fraley1; Jack P. 
Goodman2; Bert C. Lynn2; 1Georgetown College, 
Georgetown, KY; 2University of Kentucky, Lexington, KY 
LC/MS:  PROTEIN PEPTIDE METHODS AND INSTRUMENT 
DEVELOPMENT 
ThP 237 Development of a Novel C30 Phase: Improvement of 
Detection Sensitivity of Peptides and Amino Acids for 
Liquid Chromatography/Mass Spectrometry; Norikazu  
Nagae; Satoshi Horikiri; Naoki Fujita; Toshiyuki Enami; 
Nomura Chemical Co., Ltd., Seto, Japan 
ThP 238 Self-Made Frits for Nanoscale Columns in Proteomics; 
Alessio Maiolica; Dario Borsotti; Juri Rappsilber; IFOM, 
MILAN, IT 
ThP 239 Evaluation of Reverse Phase Column Performance for 
LC/MS Applications; Daniel T. Stein; Eduard  Rogatsky; 
Albert Einstein College of Medicine, Bronx, NY 
ThP 240 A Systematic Study into HPLC and MS Reproducibility 
in the Analysis of Complex Protein Tryptic Digests; 
Christopher J Hughes; James I Langridge; Therese 
McKenna; Waters MS Technologies, Manchester, UK 
ThP 241 Enhanced Glycoprotein Identification in LC/ESI/MS 
and LC/MALDI/MS; Irina Dragan1; Evert-Jan Sneekes2; 
Remco Swart2; 1Leiden University, Leiden, The 
Netherlands; 2LC Packings, Amsterdam, The Netherlands 
ThP 242 Soft Protein Ionization Assisted by High Velocity Gas 
Flow; Pengxiang Yang1; Zheng Ouyang1; R. Graham 
Cooks1; Adam M.  Hawkridge2; David C. Muddiman2; 
1Purdue University, West Lafayette, IN; 2Mayo Clinic 
College of Medicine, Rochester, MN 
ThP 243 Protein Identification with Integrated Multiple 
Dimensional Liquid Chromatography Coupled to Mass 
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Spectrometry; Jie Dai; Hu  Zhou; Chia-Hui Shieh; Rong 
Zeng; Shanghai Institutes for Biological Sciences, 
Shanghai, China 
ThP 244 Gradient Chromatofocusing-MALDI-TOF Analysis of 
Proteins; Jianhua Tang; Xiang Zhou; Baochuan Guo; 
David J.  Anderson; Cleveland State University, Cleveland, 
OH 
ThP 245 Preparation of 20-µm-i.d. Silica-Based Monolithic 
Columns for Sensitive Proteomics; Quanzhou Luo; 
Yufeng Shen; Richard D Smith; Pacific Northwest 
National Laboratory, Richland, WA 
ThP 246 Peptide Profiling by Liquid Chromatography Coupled 
Off-Line to MALDI-TOF Mass Spectrometry; Axel 
Ducret; Eliane Kuehn; Sabine Kux Van Geijtenbeek; 
Daniel Röder; Eirini Tsirogianni; Peter Berndt; F. 
Hoffmann-La Roche Ltd, Basel, Switzerland 
ThP 247 Ideal Reversed-Phase Chemistries, Column 
Configurations, and Ion Pairing Agents for LC-MS 
Analysis of Peptides and Proteins; Reno T Nguyen; 
Grace Vydac, Hesperia, CA 
ThP 248 High Throughput Identification of In-gel Digested 
Proteins; Yue Chen; Sung Chan Kim; Yingming Zhao; 
University of Texas Southwestern Medical Center, Dallas, 
TX 
ThP 249 Development of a Rapid LCMS Method for the 
Determination of Protein Oxidation; Damian Houde; 
Yelena Lyubarskaya; Rohin Mhatre; Biogen Idec, 
Cambridge, MA 
LC/MS:  SMALL MOLECULE METHODS AND 
INSTRUMENTATION 
ThP 250 The Electrospray Stainless Steel Capillary: A Dead End 
for Multiply Phosphorylated Compounds?; Robin RM 
Tuytten1; Filip Lemière1; Erwin Witters1; Walter Van 
Dongen1; Herman Slegers1; Russell P Newton2; Eddy L 
Esmans1; 1University of Antwerp, Antwerp, Belgium; 
2University of Wales, Swansea, Wales, UK 
ThP 251 Open-Access HPLC/MS/MS for Quantitation of 
CYP450 Substrate Metabolites and Biomarkers; C. 
Michelle Dunaway; Marcia M. Ketcha; John R. Entwisle; 
John A. Troutman; Charles R.  Dietsch; Amy L. Roe; J. 
David  Pinkston; Timothy R. Baker; P&G 
Pharmaceuticals, Mason, OH 
ThP 252 High-Throughput Sample Preparation: Collection of 
Fractions From Micro Parallel Liquid 
Chromatrography; Kevin Crellin; Bruce Wilcox; 
Matthew Hage; Nanostream, Pasadena, CA 
ThP 253 Mastering the Chromatography of Plasma 
Phospholipids Causing Electrospray Ionization 
Suppression in RPLC-MS; Martin Ahnoff; Anna E 
Bengtsson; Helena Hagelin; Bosse Lindmark; AstraZeneca 
R&D, Mölndal, Sweden 
ThP 254 Monitoring of Testestorone and its Methyl Ester 
Metabolities in Biological Matrices by SLM/LC-APCI-
MS and/or SLM/LC-APCI-MS/MS; Mathew M Nindi; 
Titus A. M. Msagati; University of Botswana, Gaborone, 
Botswana 
ThP 255 Compound Screening using Capillary Scale Frontal 
Affinity Chromatography/MALDI Tandem Mass 
Spectrometry; Peter Kovarik1; Thomas R Covey1; Richard 
J Hodgson2; Michael A Brook2; John D Brennan2; 1MDS 
Sciex, Concord, ON, Canada; 2McMaster University, 
Hamilton, ON, Canada 
ThP 256 On-line Clean-up and Concentration of Neat Biological 
Fluids for Low-level Metabolite Identification; Joseph L. 
Herman; Cephalon, Inc., West Chester, PA 
ThP 257 LC/MS/MS Analysis of Highly Polar Basic Compounds 
using 1% Ammonium Hydroxide and a Base Stable 
Reversed Phase Column; Christopher M Havel; Gilbert 
Goodworth; Christopher Willits; Joyce Mordenti; Walter 
Yu; Celera, South San Francisco, CA 
ThP 258 Evaluation of the Tomtec SPExpress, a 96-Well On-
Line SPE Technique for Bioanalysis; Joe Palandra; 
Pfizer, Ann Arbor, MI 
ThP 259 Easy Method Transfer in a Multiple Instrument 
Laboratory; Gary A Impey; Applied Biosystems/MDS 
SCIEX, Toronto, Canada 
ThP 260 On-Line Extraction and Concentration Techniques 
using Turbulent-Flow HPLC to Analyze Human 
Plasma for Metabolite Identification by LC/MS; 
William DeMaio1; Joseph M. Di Bussolo2; Thomas Lloyd1; 
Hamza Kandoussi1; Rasmy Talaat1; 1Wyeth Research, 
Collegeville, PA; 2Cohesive Technologies, Franklin, MA 
ThP 261 Evaluation of a Temperature Controlled FAIMS Device 
for Enhancing LC-MS/MS Analyses of Biological 
Assays; Randy W. Purves; David A. Barnett; Beata 
Kolakowski; James T. Kapron; Garnet McRae; Ionalytics 
Corporation, Ottawa, ON, Canada 
ThP 262 Characterisation of Typical Chemical Background 
Noise in Electrospray Ionisation LC-MS; Xinghua Guo1; 
Andries P. Bruins1; Thomas R. Covey2; 1University of 
Groningen, Groningen, The Netherlands; 2Applied 
Biosystems/MDS Sciex, Concord, Canada 
ThP 263 A Concept of Liquid Chromatography at Critical 
Conditions in Combination With Mass Spectrometry: 
From Polymers to Biopolymers; Irina A. Tarasova1; 
Alexander V. Gorshkov2; Victor V. Evreinov2; Oleg N.  
Kharybin1; Michael V. Gorshkov1; 1Institute of Energy 
Problems of Chemical Physics, Moscow, Russia; 2Institute 
of Chemical Physics, Moscow, Russia 
ThP 264 A New On-Line Sample Preparation System for the 
Simultaneous Analysis of Pesticides in River Water 
using LC-TOF MS; Hideki Sasaki1; Jun Yonekubo1; 
Kazuichi Hayakawa2; 1Nihon Waters K.K., Tokyo, Japan; 
2Kanazawa Univ., Kanazawa, Japan 
ThP 265 Pharmaceutical Compound Identification using 
Accurate Mass Measurement Combined with Isotopic 
Pattern Recognition: A New Paradigm in Open Access; 
George L. Perkins1; Shaun Bilsborough2; 1Pfizer Global 
Research and Development, Sandwich, Kent, UK; 2Agilent 
Technologies, Cheadle, Cheshire, UK 
ThP 266 Optimization of Acquity UPLC/ESI MS for 
Identification of Degradation Products of Small 
Organic Drug Molecules; Yang  Yuan; Xuezhi Qin; 
Hossain  Jahansouz; Merck Co & Inc., west point, PA 
ThP 267 Microfluidic Flow Control (MFC) Technology as an 
Approach to Fast LC/MS Analysis of Pharmaceutical 
Small Molecules; Dean P. Phelps; Robert L. Johnson; 
Matthew I. Lochansky; William R. Hall; GlaxoSmithKline, 
Research Triangle Park, NC 
ThP 268 Dual-Mode Open Access LCMS for Biological and 
Small Molecule Analyses; Kheng B. Lim; Lu Zeng; 
Rongda Xu; Daniel B. Kassel; Syrrx, Inc., San Diego, CA 
ThP 269 Potassium Ionization of Effluents from Particle Beam 
LC Interface; Kasem Chowdhury; Dave  McCrery; Dow 
Chemical Company, Freeport, TX 
ThP 270  Assessment of Intestinal Permeability and Inhibition of 
Human Cytochrome P450 Isozymes by 
Isoliquiritigenin; Dongwei Zhu1; Ang Liu1; Jian Guo1; 
Yan Pang1; Yan Wang1; Wenzhong Liang1; Dejan 
Nikolic1; John M Pezzuto2; Richard B van Breemen1; 
1University of Illinois College of Pharmacy, Chicago, IL; 
2Purdue University School of Pharmacy, West Lafayette, 
IN 
104S 53rd ASMS Conference on Mass Spectrometry 
ThP 271 Biomarker Quantitation using LC-FAIMS-MRM; Jin 
Wu1; Timo Mauriala1; Patsy Clark1; Garnet McRae2; 
Randy Purves2; Kevin P Bateman1; James Kapron2; 1Merck 
Frosst, Montreal, Canada; 2Ionalytics, Ottawa, Canada 
ThP 272 Comparison of Liquid Chromatography Time-of-Flight 
Mass Spectrometry with Liquid Chromatography 
Triple Quadrupole Mass Spectrometry for Analysis of 
Testosterone in Blood; Gordon J. Nelson1; Jason C. 
Sawyer1; Paul Zavitsanos2; Alan L. Rockwood1; Mark M. 
Kushnir1; 1ARUP Institute for Clinical and Experimental 
Patho, Salt Lake City, UT; 2Agilent Technologies, 
Wilmington, DE 
ThP 273 Automated High Throughput LC/MS/MS Method for 
the Determination of Gefitinib in Human Plasma, using 
96-Well Liquid-Liquid Extraction and Monolithic 
Column; David Chu1; Melanie M.  McCort-Tipton2; 
Naidong Weng2; 1Covance Bioanalytical Services, LLC, 
Indianapolis, IN; 2Covance Laboratories, Inc., Madison, 
WI 
ThP 274 Using FAIMS to Solve Metabolite-Induced Problems 
during LC-MS Drug Quantitation; Mohammed Jemal1; 
Glenn Duncan1; Beata  Kolakowski2; Randy W.  Purves2; 
James T.  Kapron2; 1Bristol-Myers Squibb, New Brunswick, 
NJ; 2Ionalytics Corporation, Ottawa, ON, K1A 0R6, 
Canada 
ThP 275 Fully-Automated, Low-Volume, Generic Protein 
Precipitation Method for the Extraction of Preclinical 
Compounds in Plasma for LC-MS/MS Analysis; Harold 
D. Lanzoni; Larry Mallis; Juan Chen; Helen Schuck; 
Merck and Co., Inc., West Point, PA 
ThP 276 No-Discharge Atmospheric Pressure Chemical 
Ionization (APCI): An Alternative Ionization 
Technique for the Analysis of Animal Drug Residues in 
Complex Matrices; Sherri B. Turnipseed; Wendy C. 
Andersen; Jose E. Roybal; Christine M. Karbiwnyk; U.S. 
Food and Drug Administration, Denver, CO 
MACROMOLECULAR COMPLEXES 
ThP 277 Probing the Non-Covalent Interactions of the 480 kDa 
Complex of E. coli Helicase (DnaB) and its Loading 
Partner (DnaC); Stephen J. Watt1; Patrick M.  Schaeffer2; 
Nicholas E.  Dixon2; Margaret M.  Sheil 1; Jennifer L. 
Beck1; 1University of Wollongong, Wollongong, Australia; 
2Australian National University, Canberra, Australia 
ThP 278 Purification and Identification of the 26S Proteasome 
Interaction Networks using an Integrated Proteomics 
Approach; Cortnie M  Guerrero; Peter  Kaiser; Lan  
Huang; University of California, Irvine, CA 
ThP 279 Investigation of Solvent Accessible Sites of 
Ribonucleoprotein Complexes by Limited Proteolysis 
and Mass Spectrometry; Soheil Pourshahian; Moo-Jin 
Suh; Patrick A.  Limbach; University of Cincinnati, 
Cincinnati, OH 
ThP 280 Desorption/Ionization on Porous Silicon Mass 
Spectrometry Study of Porphyrin Derivatives and Its 
Implications; Qian Li; James D. Winefordner; David H. 
Powell; University of Florida, Gainesville, FL 
ThP 281 Interaction between Human Holo-Transferrin and 
Oxaliplatin; Yuan-Yuan  Zhao; Rupasri Mandal; Xing-
Fang Li; University of Alberta, Edmonton, AB, Canada 
ThP 282 Modern Methods, Ancient Organisms: The Nuclear 
Pore Complex of the African Trypanosome; Jeffrey A 
DeGrasse1; Brian T.  Chait1; Michael P. Rout1; Mark C. 
Field2; 1Rockefeller University, New York, NY; 2University 
of Cambridge , Cambridge, UK 
ThP 283 A Shotgun-Based Strategy to Identify Novel Telomere-
Associated Protein Complex Components via Tandem 
Affinity Purification (TAP) and Mass Spectrometry 
(MS); Richard J. Giannone1; Yisong Wang2; W. Hayes 
McDonald2; Greg Hurst2; Yie Liu2; 1University of 
Tennessee, Knoxville, TN; 2Oak Ridge National 
Laboratory, Oak Ridge, TN 
ThP 284 Investigation of Silver Binding to Poly(amido) Amine 
(PAMAM) Dendrimers by ESI Tandem Mass 
Spectrometry; Carolyn L. Mazzitelli; Fu-Ren F.  Fan; 
Allen J.  Bard; Jennifer S.  Brodbelt; University of Texas, 
Austin, TX 
ThP 285 ESI and MALDI Analysis of Carborane-Containing 
Porphyrins; Michelle D. Beeson; Tracy D. McCarley; J. 
Caleb Clark; M. Graca H. Vicente; Louisiana State 
University, Baton Rouge, LA 
METABOLITE PROFILING 
ThP 286 Cell-type Specific Protein and Metabolite Profiling 
from Laser Microdissected Plant Tissue; Martina  
Schad1; Stefanie Wienkoop1; Wolfram Weckwerth1; Oliver 
Fiehn2; Julia Kehr1; 1Max Planck Institute of Molecular 
Plant Physiology, Potsdam, Germany; 2UC Davis Genome 
Center, Davis, CA 
ThP 287 Metabolic Profiling of Medicago truncatula Saponins 
using Capillary LC/QTOF/MS; David V. Huhman; 
Zhentian Lei; Lloyd W. Sumner; The Samuel Roberts 
Noble Foundation, Ardmore, OK 
ThP 288 Use of LC/MS and SFC/MS for Differentiating Plasma 
Metabolite Profiles from Prostate Cancer Patients; 
Michael J. Greig1; Elizabeth J. Want1; Ben J.  Bolanos1; 
Grace C. Tong2; Colin A. Smith2; Gary E. Siuzdak2; 
1Pfizer Global R&D, San Diego, CA; 2The Scripps 
Research Institute, La Jolla, CA 
ThP 289 Chromatographic Fingerprinting and Comparative 
Analysis for Chemical Profiling by Mass Spectrometry; 
Norm Glassbrook1; Scott Campbell2; 1NC State University, 
Raleigh, NC; 2SpectralWorks Ltd, Runcorn, UK 
ThP 290 Strategies for Identification and Confirmation of 
Metabolites using a Linear Ion Trap Mass 
Spectrometer; Diane K. Cho; Gargi Choudhary; Alicia 
Du; Thermo Electron, San Jose, CA 
ThP 291 Correlative GC/TOF/MS Based Metabolite Profiling 
and LC/MS Based Protein Profiling Reveal Time-
Related Systemic Regulation of Metabolite-Protein 
Networks; Katja Morgenthal; Stefanie Wienkoop; 
Wolfram Weckwerth; Max-Plack-Institut, Potsdam, 
Germany 
ThP 292 Metabolic Profiling Analysis for Amino Acids in 
Human Hair by Gas Chromatography-Mass 
Spectrometry as Ethoxycarbonylated tert.-
Butyldimethylsilyl Derivatives; Man-Jeong Paik; In Seon  
Cho; Kyoung-Rae  Kim; Sungkyunkwan University, 
Suwon, South Korea 
ThP 293 Metabolite Profiling wtih Isotopically Encoded 
Chemical Derivatization; Grace C. Tong; Elizabeth  
Want; Colin Smith; Zhouxin Shen; Meng-Lin Tsao; Juncai 
Meng; Theodore Brandon; William Webb; Gary Siuzdak; 
The Scripps Research Institute, La Jolla, CA 
ThP 294 Mass Spectrometric Study of Alterations in Metabolic 
Profiles Due to Genetic Mutations in Saccharomyces 
Cerevisiae Yeast; Mohammed A. Meetani; Janette  
Berglez; william  Michener; Arjun Singh; Mrak Davis; 
National Renewable Energy Laboratory, Golden, CO 
ThP 295 Metabolic Profiling Analysis of Hair Polyamines as 
Ethoxycarbonylated Pentafluoropropionyl Derivatives 
by Gas Chromatography-Mass Spectrometry in 
Selected Ion Monitoring Mode; Kyoung-Rae Kim; 
Sunmie  Lee; Man-Jeong   Paik; Sungkyunkwan University, 
Suwon, South Korea 
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ThP 296 Enhanced Serum Metabolite Profiling through 
Phospholipid Depletion; Elizabeth J. Want; Colin A. 
Smith; Gary E. Siuzdak; The Scripps Research Institute, La 
Jolla, CA 
ThP 297 Global Metabolite Profiling Incorporating LC/MS 
Filtering, Peak Detection, and Novel Non-Linear 
Retention Time Alignment with Open-Source Software; 
Colin A. Smith; Elizabeth J. Want; Grace C. Tong; Alan 
Saghatelian; Benjamin F. Cravatt; Ruben Abagyan; Gary 
Siuzdak; The Scripps Research Institute, La Jolla, CA 
ThP 298 Metabolite Profiling: Applications for Drug 
Development and Diagnostics; Michael Herold1; Martin 
Dostler1; Tilmann Walk1; Ralf Looser1; Bianca Bethan1; 
Volker Haake1; Arno J. Krotzky2; 1metanomics GmbH & 
Co. KGaA, Berlin, Germany; 2metanomics Health GmbH, 
Berlin, Germany 
ThP 299 Tracking the Metabolic Pathway of Lovastatin and 
Compactin using Collision Induced Dissociation TOF 
MS; Wilmin P. Bartolini; Paul R. Blomquist; John C. 
Royer; Maria E. Mayorga; Kevin T. Madden; Robert W. 
Busby; Microbia, Inc., Cambridge, MA 
ThP 300 Metabolic Profiling for the Screening of Baby Urine 
Samples; Birgit Schneider1; Gabriela Zurek1; Carsten 
Baessmann1; John Shockcor3; Hartmut Schaefer2; Renata 
Rabelo-Schefer2; Manfred Spraul2; 1Bruker Daltonik 
GmbH, Bremen, Germany; 2Bruker BioSpin GmbH, 
Rheinstetten, Germany; 3Bruker Daltonics, Billerica, MA 
ThP 301 High Quality Plant Metabolomics by GC-TOF Mass 
Spectrometry and Automated Database Annotation: 
1000 Runs * 500 Metabolites; Oliver Fiehn; Tobias Kind; 
Gert Wohlgemuth; UC Davis Genome Center, Davis, CA 
METABOLOMICS 
ThP 302 A Metabonomics Analysis of Zucker Rat Plasma and 
Urine by using GC/MS; Chris L Stumpf1; Hilary Major2; 
Douglas Stevens3; Ian D Wilson4; 1Waters Corporation, 
Milford, MA; 2Waters Corporation, Atlas Park, 
Manchester, UK; 3Waters Corporation, 100 Cummings 
Center, Beverly, MA; 4Astra Zeneca, Alderley Park, 
Macclesfield, UK 
ThP 303 Metabolite Profiling of Human Colon Cancer Cell 
Lines; Yasuyo Yamazaki; Shawn Ritchie; Yanqui Jiang; 
Phenomenome Discoveries Inc., Saskatoon, SK, Canada 
ThP 304 Differential Detection of Metabolites using Accurate 
Mass and Retention Time Information Combined with 
Statistical Tools; Bryan  Miller; Xiangdong Li; Linda 
Lopez; John Fjeldsted; David A Weil; Agilent 
Technologies, Chicago/Santa Clara, IL/CA 
ThP 305 Identification and Characterization of Acylcarnitines' 
Acyl Group by Transesterification and GC/MS; 
Shuming Yang1; Paul Minkler2; Kouyi Tserng1; Charles 
Hoppel1; 1Case Western Reserve University, Cleveland, 
OH; 2Louis Stokes Veterans Affairs Medical Center, 
Cleveland, OH 
ThP 306 The Influence of the Extraction Methodology on Global 
LC-MS and GC-MS Metabolite Profiling of 
Arabidopsis thaliana Plant; Vladimir V. Tolstikov1; 
Oliver Fiehn2; Vladimir  Shulaev1; 1Virginia 
Bioinformatics Institute, Blacksburg, VA; 2UC Davis 
Genome Center, Davis, CA 
ThP 307 Automated Two Step Derivatization Coupled to Direct-
Thermal-Desorption GC-TOF-MS; Tobias Kind1; Oliver 
Lerch2; Peter Tablack3; Carsten Denkert4; Oliver Fiehn1; 
1UC Davis Genome Center, Davis, CA; 2Gerstel GmbH, 
Mülheim an der Ruhr, Germany; 3Leco GmbH, 
Mönchengladbach, Germany; 4Institute of Pathology, 
Humboldt University, Berlin, Germany 
ThP 308 Web-based Analysis System for Quantification of 
Phospholipid in Cells; Kaoru Mogushi1; Ryo Taguchi2; 
Katsutoshi Takahashi1; 1Computational Biology Research 
Center, AIST, Tokyo, Japan; 2The University of Tokyo, 
Tokyo, Japan 
ThP 309 Preprocessing and Multi Variate Analysis of LC/MS 
and GC/MS Data for Metabolic Profiling; Stephen W. 
Morrall; Kristi L. Fliter; Ruth E. Bailey; Procter & Gamble 
Co, Cincinnati, OH 
ThP 310 Construction of Automated Identification System for 
Lipidome; Yasuto Yokoi1; Ken Aoshima1; Koji 
Yanagisawa1; Toshiyuki  Yamazaki2; Mayuko Ishida2; 
Toshiaki  Houjou2; Hiroki Nakanishi2; Yoshiya Oda3; Ryo 
Taguchi2; 1R&D Bioscience Division, Mitsui Knowledge 
Industry, Tokyo, Japan; 2Metabolome Laboratory, 
Graduate School of Medicine, Tokyo, Japan; 3Laboratory 
of Seeds Finding Technology, Eisai Co.,, Tsukuba, Japan 
ThP 311 Similarities and Differences in Statistical Trends 
Observed in Metabonomic Analysis of Human Urine By 
NMR and GC-MS; Sally-Ann Fancy1; Gareth Darbon2; 
Olaf Beckonert1; Klaus Rumpel1; 1Pfizer Global R&D, 
Sandwich, Kent, UK ; 2Nottingham Trent University, 
Nottingham, Nottinghamshire, UK 
ThP 312 Comprehensive Two-Dimensional Gas 
Chromatography - TOFMS for Metabolomics: 
Metabolite Analysis in Mouse Tissue Extracts and 
Identification of Potential Biomarkers; Werner 
Welthagen1; Oliver Fiehn3; Robert Shellie3; Ralf 
Zimmermann2; 1GSF Research Centre, Oberschleissheim, 
Germany; 2University Augsburg, Augsburg, Germany; 
3Max Planck Insitute, Golm, Germany 
ThP 313 Pattern Recognition Tools for Processing Multiple MS 
and LCMS Data Sets; Ron F Bonner1; Lyle L Burton1; 
Richard P Schneider2; Pauline J Vollmerhaus1; 1MDS 
Sciex, Concord, ON, Canada; 2Pfizer, Groton, CT 
ThP 314 Quantitative Single Cell Metabolomics; Magnus 
Palmblad1; Ted Ognibene1; Esther Ubick1; Su-Ju Lin2; 
Graham Bench1; 1Lawrence Livermore National 
Laboratory, Livermore, CA; 2University of California, 
Davis, CA 
NATURAL PRODUCTS 
ThP 315 Application of FT-ICR MS to Natural Product 
Structure Determination; Xidong Feng; Romila Romila ; 
Leonard A.  McDonald; Frank E Koehn; Guy T Carter ; 
Wyeth Research, Pearl River, NY 
ThP 316 Chemical Constituents of Acorus Calamus from a 
Kansas Prairie; James M. Chapman1; Ryan Meyer1; Kelly 
Kindscher2; Scott Niemann3; 1Rockhurst University, 
Kansas City, MO; 2University of Kansas, Lawrence, KS; 
3CSS Analytical Company, Shawnee, KS 
ThP 317 Screening of Hops Extracts and Metabolites of Hops 
Constituents for Estrogenic Compounds using 
Ultrafiltration LC-MS; Yongkai Sun; Dejan Nikolic; 
Chungang Gu; Lucas R. Chardwick; Guido F. Pauli ; 
Norman R. Farnsworth; Richard B. van Breemen; 
University of Illinois College of Pharmacy, Chicago, IL 
ThP 318 Electrospray MS Profiling of Proanthocyanidin 
Oligomers in Commercially Available Varieties of 
Cinnamon and Cassia; James G. Pavlovich; Megan 
Danielewicz; Donald J. Graves; University of California, 
Santa Barbara, CA 
ThP 319 Stereochemical Effects on SO3/SO4H2 Losses from 
Even-Electron Species of Saxitoxine Analogs in 
ESI/ion-trap Mass Spectrometry; Florence Mondeguer1; 
Eric Génin2; Patrick Lassus1; Jean-Claude Tabet3; 
1IFREMER, Nantes, France; 2Thermo Electron SA, Les 
106S 53rd ASMS Conference on Mass Spectrometry 
Ulis, France; 3University Pierre & Marie Curie, Paris, 
France 
ThP 320 Improved CID Efficiency of Brevetoxins in 
Nanoelectrospray Mass Spectrometry; Weiqun Wang; 
Richard B. Cole; University of New Orleans, New Orleans, 
LA 
ThP 321 Structural Identification of the Dauer-Inducing 
Pheromone from Caenorhabditis elegans using Mass 
Spectrometry; Yong-Hyeon Yim1; Pan-Young Jeong2; 
Yong Hwan Kim3; Young-Ki Paik2; 1KRISS, Daejeon, 
South Korea; 2Yonsei Univeristy, Seoul, South Korea; 
3KBSI, Daejeon, South Korea 
ThP 322 Metabolic Profiling of Secondary Metabolites from the 
African Medicinal Plant Elaeophorbia drupifera using 
GC-MS and LC-MS Techniques; Pearson Ahiahonu; 
Phenomenome Discoveries Inc., Saskatoon, SK, Canada 
ThP 323 Measurement of Incorporation of Stable Isotopically 
Labeled Precursors in the Tripeptide K-26 by Selected 
Reaction Monitoring; Ioanna Ntai; David L. Hachey; M. 
Lisa Manier; Brian O. Bachmann; Vanderbilt University, 
Nashville, TN 
ThP 324 Silver Complexation and Tandem Mass Spectrometry 
for Differentiation of Isomeric Flavonoid Diglycosides; 
Junmei Zhang; Jennifer S.  Brodbelt; University of Texas at 
Austin, Austin, TX 
ThP 325 Distinguishing the Isomers of Caffeoyl and 
Dicaffeoylquinic Acids Present in Green Coffee Beans 
using LC/MS; Mark Harrison1; Mike N Clifford2; Nikolai  
Kuhnert2; 1Thermo Electron, Hemel Hempstead, Herts UK; 
2University of Surrey, Guildford, Surrey UK 
ThP 326 Structural Characterization of Kaempferol O-
glycosides by Metal Complexation and Electrospray 
Ion Trap Mass Spectrometry; Xiu-Sheng Miao; Chris D.  
Metcalfe; Raymond E. March; Trent University, 
Peterborough, Canada 
ThP 327 Desorption Electrospray Ionization (DESI) of Natural 
Products for Alkaloid Detection in Plant Tissue and 
High Throughput Analysis of Pharmaceutical Samples; 
Nari N Talaty; Huanwen Chen; Zoltan  Takats; R. Graham 
Cooks; Purdue University, W Lafayette, IN 
ThP 328 Simultaneous Quantitation of Naysol and Bakuchiol, 
Two Multiple Biological Activities Compounds Isolated 
from Chinese Herbal Medicine by Semi-Automated 
LC-MS/MS; Yan Ling Zhang; Uwe Christians; University 
of Colorado Health Sciences Center, Denver, CO 
ThP 329 Saccharide Characterization of Monoglycosyl 
Flavonoids by LC-MSn with Post-Column Manganese 
Complexation; Barry D Davis; Jennifer S Brodbelt; 
University of Texas at Austin, Austin, TX 
ThP 330 Characterization of Proanthocyanidin Oligomers in 
Hops (Humulus Lupulus L. cv. Willamette) by HPLC-
APCI-MS-(MS); Huijing Li; Max L. Deinzer; Oregon 
State Univ., Corvallis, OR 
ThP 331 The Role of LC/MS in the Discovery of a Novel 
Insecticidal Cycloaspeptide; Jeffrey R. Gilbert; Paul 
Lewer; Paul R. Graupner; Dennis O. Duebelbeis; Eleanor 
Chapin; Laura L. Karr; Cedric Pearce; Dow AgroSciences, 
Indianapolis, IN 
PEPTIDE FRAGMENTATION & SEQUENCING 
DERIVATIZATION 
ThP 332 Probing Selectively Promoted Fragmentation Pathways 
by FTICR MS/MS; Stephen C.C. Wong; Isabel Riba-
Garcia; Sarah R. Hart; Simon J. Gaskell; The University of 
Manchester, Manchester, UK 
ThP 333 Improving the Fragmentation Efficiency of Tryptic 
Peptides by MALDI-PSD using Carboxypeptidase B 
Digestion; Matthew E. Openshaw; Joanne B. Connolly; 
Shimadzu Biotech, Manchester, UK 
ThP 334 Identification of Peptides from Enzymatic Digestion of 
Human Skin Elastin by Nanoelectrospray Tandem 
Mass Spectrometry; Christian E.H. Schmelzer; Melkamu 
Getie; Klaus Raith; Reinhard H.H. Neubert; Martin Luther 
University Halle-Wittenberg, Halle (Saale), Germany 
ThP 335 Towards Controlling Peptide Fragmentation through 
the Rational Design of Combined Fixed-Charge-Site-
Specific Radical Derivatives; Richard A.J. O’Hair1; 
Sheena Wee1; Damian Moran3; Chris Barlow1; Adam 
Mortimer2; Leo Radom3; W.David McFadyen1; 
Christopher Easton2; 1University of Melbourne, Melbourne, 
Australia; 2Australian National University , Canberra, 
Australia; 3University of Sydney, Sydney, Australia 
ThP 336 Improved Confidence in Protein Identification using 
MASCOT via Peptide SPITC Derivatization; Joanne B 
Connolly1; Hakan Larsson2; Matthew Openshaw1; 
1Shimadzu Biotech, Manchester, UK; 2Pharmacia 
Diagnostics, Uppsala, Sweden 
ThP 337 Improved Collision-Induced Dissociation of Peptides 
Analyzed by MALDI TOFTOF Mass Spectrometry; 
William R. Alley; Yehia Mechref; Milos V. Novotny; 
Indiana University, Bloomington, IN 
PEPTIDES:  FRAGMENTATION & SEQUENCING – FTICR-MS 
ThP 338 Infrared Multiphoton Dissociation and Electron 
Capture Dissociation of Peptides Released by In-
Capillary Proteolysis; Michael Mormann; Gottfried 
Pohlentz; Stefanie Kölbl; Jasna Peter-Katalinic; Institute 
for Medical Physics and Biophysics, Muenster, Germany 
ThP 339 Fragmentation of Peptide Anions from Ion-Electron 
Reactions in a Fourier Transform Ion Cyclotron 
Resonance Mass Spectrometer; Kristina Håkansson; Hye 
Kyong Kweon; Julie T. Adamson; Anastasia Kalli; 
University of Michigan, Ann Arbor, MI 
ThP 340 Precise Measurements of Peptide Mass Shift by FT-
ICR-MS Uniquely Determine the Type of Amino Acid 
Substitution; Katsuhiro Tanaka1; Shigeo Takenaka1; 
Shingo Tsuyama1; Yoshinao Wada2; 1Osaka Prefecture 
University, Sakai, Japan; 2Research Institute,  Osaka 
Medical Center for Mate, Izumi, Japan 
ThP 341 Peptide Elemental Compositioning through Metabolic 
Labeling Leads to an Artificial Increase in the 
Accuracy of Mass Spectrometry in Peptide 
Identification; Ambrosius P. Snijders; Laurent F. 
Jeanmeure; William B. Zimmerman; Phillip C. Wright; 
University of Sheffield, Sheffield, United Kingdom 
ThP 342 Electron Detachment Dissociation of Disulfide-Bonded 
Peptides; Anastasia Kalli; Julie T. Adamson; Kristina 
Håkansson; University of Michigan, Ann Arbor, MI 
ThP 343 Electron Capture Dissociation of Peptide-Proton-Metal 
Dication Complexes; Haichuan Liu1; Dominic T. W. 
Chan2; Kristina Håkansson1; 1University of Michigan, Ann 
Arbor, MI; 2The Chinese University of Hong Kong, Hong 
Kong, China 
ThP 344 Observation of Charge Localization Effects on Electron 
Capture Dissociation Fragmentation; Mark R. Emmett; 
Yury O.  Tsybin; Christopher L. Hendrickson; Alan G. 
Marshall; National High Magnetic Field Laboratory, 
Tallahassee, FL 
ThP 345 Electron Capture Dissociation Efficiency and Cross 
Section Determination as a Function of Electron 
Irradiation Period; Oleg Yu. Tsybin1; Per Hakansson2; 
Yury O. Tsybin3; Christopher L.  Hendrickson3; Alan G. 
Marshall3; 1State Polytechnical University, Saint-
Petersburg, Russia; 2Angstrom Laboratory, Uppsala 
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University, Uppsala, Sweden; 3National High Magnetic 
Field Laboratory, Tallahassee, FL 
ThP 346 Ozonated Peptides:  Insight into Structure and 
Fragmentation Energetics using SID FT-ICR MS; 
Jeffrey M. Spraggins1; Julia Laskin2; Murray V. Johnston1; 
1The University of Delaware, Newark, DE; 2Pacific 
Northwest National Laboratory, Richland, WA 
ThP 347 MSn-Characterization and Exact Mass Measurement of 
MS2-Fragmentions of a Peptide with a Cyclic 
Substructure: Examination of Fragmentation and 
Rearrangement Reactions; Mathias Schäfer1; Andreas 
Springer2; Michael Linscheid2; Regine Fuchs1; Herbert 
Budzikiewicz1; 1Institute f. Organic Chemistry, University 
Cologne, Cologne, Germany; 2Dept. of Chemistry, 
Humboldt Universität, Berlin, Germany 
ThP 348 Activated Ion-Electron Capture Dissociation of Kalata 
B2, a Cylic Peptide Containing Three Disulfide Bonds; 
Carol L Nilsson1; Sadasivan N Sudarslal1; Mark R 
Emmett1; Christopher L Hendrickson1; Martin Billeter2; 
Alan G Marshall1; 1Florida State University, Tallahassee, 
FL; 2Goteborg University, Goteborg, Sweden 
ThP 349 Negative Ion Dissociation of Peptides Containing 
Serine, Threonine, and Tyrosine under MALDI-TOF 
and FT-ICR Conditions; Dan Pu; Carolyn Cassady; 
University of Alabama, Tuscaloosa, AL 
ThP 350 Compositional Analysis and de Novo Sequencing of 
Peptides by FT-ICR Mass Spectrometry; Bernhard 
Spengler; Dieter Kirsch; Andreas Roempp; Vinh An Thieu; 
Analytical Chemistry, Giessen, Germany 
ThP 351 C-Terminal Amino Acid Residue Loss for 
Deprotonated Peptide Ions Containing Acidic Residues 
at the C-Terminus; Zhong Li; Talat Yalcin; Carolyn J 
Cassady; University of Alabama, Tuscaloosa, AL 
PROTEIN CONFORMATION 
ThP 352 Investigation of Binding Between HVS Tip and the Lck 
SH3 Domain using Hydrogen Exchange Mass 
Spectrometry; David D. Weis1; Peter Kjellen2; 
Bartholomew M. Sefton2; John R. Engen1; 1University of 
New Mexico, Albuquerque, NM; 2The Salk Institute for 
Biological Studies, San Diego, CA 
ThP 353 Characterization of Ligand Binding Induced 
Conformational Change in Human Androgen Receptor 
Ligand-Binding Domain (AR-LBD) using Biotinylation 
and Mass Spectrometry Analysis; Zengru Wu; Wenqing  
Gao; Casey  Bohl ; James  Dalton; The Ohio State 
University, Columbus, OH 
ThP 354 Conformational Changes in α–Neo-Endorphin Studied 
by MALDI MS in Different Concentrations of Organic 
Solvent and Phospholipid Vesicles; Hari Kosanam; 
Chhabil Dass; The University of Memphis, Memphis, TN 
ThP 355 Improving the Analysis of Protein Complexes with 
Hydrogen/Deuterium Exchange and Mass 
Spectrometry; Azeem Hasan1; Thomas E. Wales1; Jean B. 
Smith2; John W. Crabb3; John R. Engen1; 1University of 
New Mexico, Albuquerque, NM; 2University of Nebraska, 
Lincoln, NE; 3Cleveland Clinic Foundation, Cleveland, 
OH 
ThP 356 Microtubule Dynamics Studied by Hydrogen-
Deuterium Exchange and Mass Spectrometry; Hui 
Xiao; Fang Wang; Ruth H Angeletti; George A Orr; Susan 
B Horwitz; Albert Einstein College of Medicine, Bronx, NY 
ThP 357 Quantitative Investigation of  Calicivirus Capsid 
Dynamics; Mark K. Clements; Brian Bothner; Montana 
State University, Bozeman, MT 
ThP 358 Survey of Viral Capsid Protein Dynamics in Animal, 
Plant, and Archaeal Species; Brian  Bothner; Jonathon 
Hilmer; Mark Clements; Walid Maaty; Montana State 
University, Bozeman, MT 
ThP 359 Structure of Apolipoprotein E Bound to Lipid Studied 
By Limited Proteolytic Digestion and MALDI TOF MS, 
ESI MS and MS/MS; Steven C. Hall1; Yvonne 
Newhouse2; Scott E. Dixon1; H. Ewa Witkowska1; Clare 
A. Peters-Libeu2; Karl H. Weisgraber2; 1University of 
California, San Francisco, CA; 2Gladstone Institute, San 
Francisco, CA 
ThP 360 Calcium Binding Properties of Human Centrin 2 – an 
Application of PLIMSTEX; Justin Sperry1; Michael L. 
Gross1; Rajiv Kumar2; 1Washington University in St. Louis, 
Saint Louis, MO; 2Mayo Clinic, Rochester, MN 
ThP 361 Studying Calmodulin/Adenylyl Cyclase 8 Interaction 
using Isotope-Labeled Cross-Linkers and FTICR Mass 
Spectrometry; Andreas  Schmidt1; Stefan Kalkhof1; 
Christian Ihling1; Daniela M. Schulz1; Annette G. Beck-
Sickinger2; Dermot M. F. Cooper3; Andrea Sinz1; 
1University of Leipzig / BBZ, Leipzig, Germany; 2Faculty 
of Biochemistry, University of Leipzig, Leipzig, Germany; 
3University of Cambridge, Cambridge, UK 
ThP 362 Conformational Analysis of β-Endorphin in Receptor 
Binding Site-Mimetic Environments; Pegah R Jalili1; 
Chabbil  Dass1; Hongjun  Shu2; 1The University of 
Memphis , Memphis , TN; 2University of Texas 
Southwestern Medical Center , Dallas , TX 
ThP 363 The Use of Amide Exchange-Mass Spectrometry to 
Study Protein-Carbohydrate Interactions; Tasneem 
Bahrainwala; Carl Bergmann; Ron  Orlando; Complex 
Carbohydrate Research Center, Athens, GA 
ThP 364 Binding of  Transferrin to Transferrin Receptor: 
Structural Rearrangement During Endocytotic Cycle‡; 
Rutao Liu; Olga Zak; Philip Aisen; Mark R. Chance*; 
Albert Einstein College of Medicine, Bronx, NY 
ThP 365 Insight into Bovine Hemoglobin Assembly: the Roles of 
the Isolated Globin Chains; Zhixia Yan; Wendell P. 
Griffith; Igor A. Kaltashov; UMass-Amherst, Amherst, MA 
ThP 366 Location of Cofilin Binding Site on Actin Monomer; 
J.K. Amisha Kamal; Jing-Qu Guan; Steven C Almo; Mark 
R Chance; Albert Einstein College of Medicine, Bronx, NY 
ThP 367 Conformational Dynamics of Enzymes Studied by 
Rapid-Quench Isotope Labeling and ESI-MS; Yuhong 
Liu; Lars Konermann; The University of Western Ontario, 
London, ON, Canada 
ThP 368 Understanding Protein-Metal Binding Interactions of 
Transferrin by ESI MS and Hydrogen/Deuterium 
Exchange; Mingxuan Zhang1; Anne B  Mason2; Igor A 
Kaltashov1; 1University of Massachusetts at Amherst, 
Amherst, MA; 2University of Vermont Medical School, 
Burlington, VT 
ThP 369 Conformation Analysis of Dynorphin A(1-13) by Mass 
Spectrometry; Xianmei  Cai; Chhabil Dass; The 
University of Memphis, Memphis, TN 
ThP 370 Investigating Unfolding Dynamics in Diverse SH3 
Domains by Hydrogen Exchange Mass Spectrometry; 
Thomas E. Wales; John R. Engen; University of New 
Mexico, Albuquerque, NM 
ThP 371 Examining Protein-Ligand Interactions of Nuclear 
Hormone Receptors using Hydrogen Deuterium 
Exchange Mass Spectrometry; Scott A. Busby; Michael 
J. Chalmers; Kendall W. Nettles; Patrick R. Griffin; 
Scripps Florida, Jupiter, FL 
ThP 372 Molecular Dissection of the Inhibitor-Binding Site of 
Human Mitotic Eg5; Sebastien Brier; David Lemaire; 
Salvatore Debonis; Eric Forest; Frank Kozielski; Institut de 
Bilogie structurale, Grenoble, France 
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ThP 373 Analysis of the Membrane Bound Lytic 
Transglycosylase B Active Site by Hydrogen/Deuterium 
Exchange MALDI-MS; Christopher W. Reid; Dyanne P. 
Brewer; Anthony J. Clarke; University of Guelph, Guelph, 
ON, Canada 
ThP 374 Conformational Analysis of Dynorphin A (1-8) using 
H/D Exchange Coupled with Mass Spectrometry; 
Deepa Kunapuram; Chhabil Dass; University of Memphis, 
Memphis, TN 
ThP 375 Mapping Protein Interfaces using a Trifunctional 
Cross-Linker Combined with MALDI-TOF and ESI-
FTICR Mass Spectrometry; Andrea  Sinz; Stefan 
Kalkhof; Christian Ihling; University of Leipzig , Leipzig, 
Germany 
PROTEIN RECOMBINANT 
ThP 376 Overcoming Challenges to Identify the O-Glycosylation 
Site(s) in a Recombinant Protein Produced in Yeast; P. 
Clayton Gough; Tammy J. Brownlee; Laura A. Giese; 
Charles E. Mitchell; Lihua Huang; Eli Lilly and Company, 
Indianapolis, IN 
ThP 377 Characterization of in vivo Degradation in Fc-Fusion 
Proteins using Electrospray Ionization Mass 
Spectrometry; Lihua  Huang; Wolfgang Glaenser; Anja 
Koester; John M. Beals; Eli Lilly and Company, 
Indianapolis, IN 
ThP 378 Identification of a Pyruvic Acid Adduct in a 
Recombinant Glycoprotein by Electrospray Ionization 
Mass Spectrometry; Amareth Lim; Peter K. Lambooy; 
Anindita  Sen; Warren R. Emery; Catherine A. Srebalus 
Barnes; Angelia Reed-Bogan; Bryan J. Harmon; Eli Lilly 
and Company, Indianapolis, IN 
ThP 379 Unambiguous Disulfide Mapping of Cystine Knots by 
Stepwise Reduction, Differential Alkylation, and 
MS/MS; William E Haskins; Rodney G Keck; Leslie F 
Welch; Louise J Basa; Viswanatham Katta; Genentech, 
South San Francisco, CA 
ThP 380 Capillary HPLC-ESI-MS for the Analysis of Variants 
of Recombinant Proteins using Mobile Phases of 
Neutral pH; Andreas Premstaller; Sandoz GmbH, Kundl, 
Austria 
ThP 381 CEX-HPLC and Mass Spectrometry Reveal An 
Isoform of IgG1 Heavy Chain with C-terminal 
Amidation; Keith A. Johnson; Kari A. Flango; Bruce S. 
Tangarone; Thomas J. Porter; Jason C. Rouse; Wyeth 
BioPharma, Andover, MA 
ThP 382 Molecular Weight Measurement of Immunocojugates 
using Organic Size-Exclusion Chromatography 
Directly Coupled to Electrospray Ionization Time-of-
Flight Mass Spectrometry; Alexandru C. Lazar; Lintao 
Wang; Wei Zhang; Godfrey Amphlett; John M. Lambert; 
ImmunoGen, Inc., Cambridge, MA 
ThP 383 Specific Phosphorylation State of Recombinant p38α 
Activated ; Andrew G Breite1; Dariusz J Janecki2; Gerald 
W Becker 1; 1Roche Applied Science, Indianapolis, IN; 
2Indiana Centers for Applied Protein Sciences, 
Indianapolis, IN 
ThP 384 Characterization of Antibody-Drug Conjugates by 
ESI/LC/MS; Galahad U Deperalta; Victor Ling; Chien 
Lee; Charity Tucker; Fred Jacobson; Genentech, South San 
Francisco, CA 
ThP 385 Two-Dimensional LC/MS Analysis of Peptide-Fc 
Fusion Proteins; Da Ren; Jill Beierle; Belqis Samady; 
Gayathri Ratnaswami; Himanshu Gadgil; Michael 
Treuheit; Pavel Bondarenko; AMGEN, Thousand Oaks, CA 
ThP 386 Characterization of Recombinant Human Monoclonal 
Antibodies by On-Line CE-MS; Lynn A. Gennaro; Oscar 
Salas-Solano; Genentech, Inc., South San Francisco, CA 
ThP 387 Rapid Carbohydrate Characterization of Intact and 
Reduced Monoclonal Antibodies using LC/MS; James 
A. Carroll; Michael R. Schlittler; Robert L. Dufield; Amy 
H. Que; Pfizer Global R&D, St. Louis, MO 
ThP 388 Characterization of an Immunoconjugate by MALDI-
MS and LC/ESI-MS; Mei M. Zhu; Ian Parsons; 
Kannappan Veeraragavan; Gregory St.Louis; Guy 
DelloRusso; Vrushali Parikh; Anne Kowal; Millennium 
Pharmaceuticals, Cambridge, MA 
ThP 389 Characterization of the Fragmentation Behavior of 
Light and Heavy Chain Ions from Recombinant 
Monoclonal Antibodies; Kelly Newton Toler; Keith A. 
Johnson; Jason C. Rouse; Wyeth Biopharma, Andover, MA 
ThP 390 Identification and Characterization of Several 
Deamidation Sites in the Conserved Region of a 
Monoclonal Antibody; Dirk Chelius; Doug Rehder; 
Masazumi Matsumara; Pavel Bondarenko; Amgen Inc., 
Thousand Oaks, CA 
ThP 391 Applications of an On-Line, Liquid 
Chromatography/Mass Spectrometry Method for the 
Top-Down Characterization of Recombinant 
Monoclonal Antibodies; Joseph E. McClellan; Colleen 
Steinmeyer; Judith Gallant; Jason C. Rouse; Wyeth 
BioPharma, Andover, MA 
PROTEOMICS NEW 
ThP 392 Thermally-Assisted Collision-Induced Dissociation for 
Identification of Proteins; Alawee H. Racine; Gary L. 
Glish; University of North Carolina at Chapel Hill, Chapel 
Hill, NC 
ThP 393 High-Resolution High-Throughput Peptide Mass 
Fingerprinting of Protein Digest Mixtures using 
NanoLC/FTMS; Katianna A.  Pihakari; Robert H.  
Williams; Angelito I. Nepomuceno; Sue Wei; Rick L.  
Hunter; Robert T. McIver; IonSpec Corporation, Lake 
Forest, CA 
ThP 394 Novel Strategies in Top-Down-Directed 
Characterization of Proteins Identified Through 
Protein Profiling; Lisa J. Zimmerman; James A. Mobley; 
Sarah Schwartz; Kristin E. Burnum; Daniel C. Liebler; 
Richard M. Caprioli; Vanderbilt, Nashville, TN 
ThP 395 Microbalance Array / Mass Spectrometry (MAMS): a 
New Technique for the Detection of Proteins and 
Protein Complexes; Gerhard Treitz1; Thomas M.A. 
Gronewold1; Eckhard Quandt1; Michael  Famulok3; Daniel 
Hoffmann2; 1Caesar - center of advanced European 
Studies, Bonn, Germany; 2University of Applied Sciences, 
Bingen, Germany; 3University of Bonn, Bonn, Germany 
ThP 396 “Middle-Down” Interrogation of Transcriptional 
Cofactors using Online nano-LC/ESI/FTMS; Paul M. 
Thomas1; Michael T. Boyne II1; Lihua Jiang1; Varsha 
Likhite1; John A. Katzenellenbogen1; Gary A. Valaskovic2; 
Neil L. Kelleher1; 1University of Illinois, Urbana-
Champaign, Urbana, IL; 2New Objective, Inc., Woburn, 
MA 
ThP 397 LT/FT/MS Approach for Protein Assignment of A Free 
False Positive in Korean Plasma Proteome Analysis; Jin 
Young Kim1; Jeong hwa Lee1; Gun Wook  Park1; Kun 
Cho1; Kyung-Hoon Kwon1; Young Ki Paik2; Jong Shin  
Yoo1; 1Korea Basic Science Institute, Daejeon, Daejeon; 
2Yonsei Proteome Research Center, Seoul, Seoul 
ThP 398 Comparison of Fragmentation Techniques for 
Detection and Site Determination of PTMs using a 
Hybrid Linear Ion Trap FTICR Mass Spectrometer; 
Martin Zeller; Wolfgang Metelmann-Strupat; Robert 
Malek; Andreas Wieghaus; Stevan Horning; Helmut 
Muenster; Thermo Electron, Bremen, Germany 
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ThP 399 Progress Towards Routine Top-Down Sequence 
Analysis of Proteins by MALDI-TOF Metastable In-
Source Decay Fragmentation (ISD); Wei  Chen; Jody 
Haddow; Darryl Hardie; Robert, W Olafson; UVic-Genome 
BC Proteomics Centre,, Victoria, BC, Canada 
ThP 400 Enhanced Dynamic Range and Improved Mass 
Accuracy for Proteomics Analysis using a Hybrid 
Linear Ion Trap - FTICR Mass Spectrometer; Thomas 
Moehring; Kerstin Strupat; Helmut  Muenster; THermo 
Electron Corporation , Bremen , Germany 
ThP 401 Targeted MS/MS for High-Throughput Comparative 
Proteomics Employing FTICR with External Ion 
Selection and Dissociation; Hyuk Kang; Andrey N. 
Vilkov; Christophe D. Masselon; Nikola Tolic; Gordon A. 
Anderson; David C. Prior; Michael A. Buschbach; Aleksey 
V. Tolmachev; Ljiljana Paša-Tolic; Richard D. Smith; 
Pacific Northwest National Laboratory, Richland, WA 
ThP 402 Combination of Top-Down and Bottom-Up Protein 
Sequencing to Identify Individual Protein Components 
of Complex Biological Samples; Tobias C  Paquet1; 
Robert W Johnson1; Anita Saraf1; Scott E Warder1; Joseph 
L Meuth1; Laura J Miesbauer1; Richard D Burton1; Cheng  
Zhao2; Troy  Wood2; John C  Rogers1; 1Abbott 
Laboratories, Abbott Park, IL; 2University of Buffalo, 
Buffalo, NY 
ThP 403 Global Proteomics applied to Intact Protein Analysis 
and Identification of Post Translational Modifications; 
Seema Sharma; David C. Simpson; Seonghee Ahn; 
Heather M. Mottaz; Anil K. Shukla; Rui Zhang; Ljiljana 
Pasa-Tolic; Richard D. Smith; Pacific Northwest National 
Laboratory, Richland, WA 
ThP 404 Plasma Proteome Mapping with Ion Mobility-Mass 
Spectrometry Techniques; Stephen J. Valentine1; Manolo 
D. Plasencia2; Xiaoyun Liu2; Meera Krishnan2; Stephen 
Naylor3; Harold R. Udseth4; Richard D. Smith4; David E. 
Clemmer2; 1Predictive Physiology and Medicine, 
Bloomington, IN; 2Dept. of Chemistry, Indiana University, 
Bloomington, IN; 3Dept. of Genetics and Genomics, 
BUSM, Boston, MA; 4Biological Sciences Division and 
Environmental Mol, Richland, WA 
ThP 405 Top Down Analysis of Low Molecular Weight Human 
Plasma Proteome using Hybrid Ion Trap-Fourier 
Transform Mass Spectrometry; Jennifer N Sutton1; Leo 
Bonilla1; Tori Richmond1; Robert Gerszten2; Xu  =Shi2; 
Emerson Liu2; Michael Senko3; Vlad Zabroushov3; Neil 
Kelleher4; Andy Forbers4; Robert G Harper5; 1Thermo 
Electron Corporation BRIMS Center, Cambridge, MA; 
2Massachusetts General Hospital and Harvard Medical, 
Boston, MA; 3Thermo Electron Corporation, San Jose, CA; 
4University of Illinois, Urbana, IL; 5Boston University 
School of Medicine, Boston, MA 
ThP 406 Improved Proteomic Analysis of Complex Protein 
Mixtures by LTQ FT Mass Spectrometry; Francisco J. 
Dieguez-Acuna1; Scott A. Gerber2; Shohta Kodama1; Josh 
E. Ellias2; Sean A. Beausoleil2; Denise L. Faustman1; 
Steven P. Gygi2; 1Mass General Hospital/Harvard Medical 
School, Charlestown, MA; 2Harvard Medical School, 
Boston, MA 
ThP 407 Low Level Protein Phosphorylation Status 
Interrogation in Biological Systems using MRM 
Initiated Detection And Sequencing: The MIDAS 
Approach; John R Griffiths; Richard D Unwin; Anthony 
D Whetton; Manchester University, Manchester, UK 
ThP 408 High Resolution Mass Measurement of Isolated Charge 
States using a Hybrid Quadrupole Fourier Transform 
Mass Spectrometry for Intact Protein Analysis; 
Angelito I.  Nepomuceno; Robert H. Williams; Katianna 
A. Pihakari; Sue Wei; Robert T. McIver; Rick L. Hunter; 
IonSpec Corporation, Lake Forest, CA 
ThP 409 Improving the Efficiency of Information Dependent 
Acquisition on a QqTOF Instrument; Nic G Bloomfield; 
Lock Chris; Xu Guo; MDS Sciex, Concord, On Canada 
ThP 410 Simultaneous Monitoring of Peptides and Intact 
Protein using a Hybrid Linear Ion Trap; David M Cox; 
Tanya Gamble; JC Yves LeBlanc; MDS Sciex, Concord, 
ON, Canada 
ThP 411 Novel Technique for Fragmentation and Top-Down 
Sequencing of Proteins: Infrared Multiphoton 
Dissociation (IRMPD) in a QqTOF Instrument; Serguei 
A Raspopov1; K.W. Michael Siu2; Bruce Thomson3; 
Ayman El-Faramawy3; 1Ontario Ministry of the 
Environment, Toronto, ON Canada; 2York University, 
Toronto, ON Canada; 3AB MDS Sciex, Concord, ON 
Canada 
PROTEOMICS:  BIOCHEMISTRY 
ThP 412 Assessing the Effect of Aging on Proteins using an 
Aldehyde-Specific Reagent; Duane T. Mooney; Claudia 
S. Maier; Oregon State University, Corvallis, OR 
ThP 413 Identification and Characterization of The Domain 
Structures of Human Tracheobronchial Mucins: 
Revealing their Secrets using Mass Spectrometry; 
Mehmet Kesimer; Genevieve DeMaria; Raymond J. 
Pickles; John K. Sheehan; University of North Carolina, 
Chapel Hill, NC 
ThP 414 Comprehensive Proteome Analysis of Porphyromonas 
gingivalis and Quantitative Proteomic Profiling of Cells 
from Varying Haem Levels using ICAT; ChingSeng 
Ang; Paul D Veith; Stuart G Dashper; Eric C Reynolds; 
University of Melbourne, Melbourne, Vic, Australia 
ThP 415 Inhibitor Screening using Enzyme-Reactor 
Chromatography / Tandem Mass Spectroscopy; Richard 
J. Hodgson; Travis R. Besabger; Balu Easwaramoorthy; 
Michael A. Brook; John D. Brennan; McMaster University, 
Hamilton, Ontario, Canada 
ThP 416 The Proteome of Maize Pollen: Identifying the Proteins 
by Complementary MALDI-TOF and Tandem Mass 
Spectrometry; Lian-Chao Li; Hasan Koc; Daniel C 
Cosgrove; The Pennsylvania State University, University 
Park, PA 
ThP 417 Identification and Quantitation of Proteins as a 
Function of Cell Cycle; William K. Russell; Brandon N. 
Hudder; Paul A. Lindahl; David H. Russell; Texas A&M 
University, College Station, TX 
ThP 418 The Proteomics of Methionine Nutrition on Muscle 
Development; Leslie A. Shack; Alexandro Corzo; Michael 
T. Kidd; Shane C. Burgess; Mississippi State University, 
Mississippi State, MS 
ThP 419 Human Hair Proteomics: Analysis of Human Hair 
Protein Composition by Mudpit; Young Jin Lee; Robert 
H. Rice; Young Moo Lee; University of California, Davis, 
CA 
ThP 420 Proteomic analysis of Caveolae from Mouse Monocytes; 
Alexis H. Vien; Kei Fukada; Theresa Guerin; William V. 
Everson; Eric Smart; Haining Zhu; University of Kentucky, 
Lexington, KY 
ThP 421 Proteomic Analysis of Permafrost Bacterium—
Exiguobacterium 255-15 at Different 
GrowthTemperatures and Media; Yinghua Qiu1; Sophie 
Kathariou2; Michael Thomashow3; James  Tiedje3; David 
Lubman1; 1University of Michigan, Ann Arbor, MI; 2North 
Carolina State University, Raleigh, NC; 3Michigan State 
University, East Lansing, MI 
ThP 422 Novel Machines that Control Cyclin A and the Cell 
Cycle of B cells through Chromatin Remodeling and 
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Transcription Factor Recruitment; Gerald V. Denis; 
Paul Romesser; Anupama  Sinha; Hua Huang; David H. 
Perlman; Mark E.  McComb; Catherine E. Costello; Boston 
University School of Medicine, Boston, MA 
ThP 423 Investigating the Hyperproductivity of a Trichoderma 
Reesei Mutant by Global Proteome Analysis; Ellen A 
Panisko; Scott E Baker; Jon K Magnuson; Linda L Lasure; 
Pacific Northwest National Laboratory, Richland, WA 
ThP 424 Identification of Aryl Hydrocarbon Nuclear 
Translocator (ARNT) Associated Proteins using Mass 
Spectrometry; Ashraf G Madian; William K Chan; 
Jianhua Ren; University of the Pacific, Stockton, CA 
ThP 425 Proteomic Analysis of MEL-Cell Differentiation using 
Stable Isotopes; David H. Hawke1; James Blankenship2; 
Patrick Jones2; Ryuji Kobayashi1; 1UT-M.D.Anderson 
Cancer Center, Houston, TX; 2University of the Pacific, 
Stockton, CA 
ThP 426 Glycoproteomics of Lipid Rafts - Do Lectins "Tune" 
Protein Composition; David C.  Schriemer; University of 
Calgary, Calgary, AB, Canada 
ThP 427 ATP-Dependent Degradation of Folded Proteins by the 
Mitochondrial Lon Protease Elucidated by MALDI-
TOF/TOF; Tong Liu1; Kamal  Singh1; Bin  Tian1; 
Gabriela  Ondrovicová2; Eva Kutejová2; Hong Li1; Carolyn 
K.  Suzuki1; 1UMDNJ, Newark, NJ; 2Slovak Academy of 
Sciences, Bratislava, Slovak Republic 
ThP 428 Identifying Glycosylated Proteins from 2D Gels using 
an Automated Setup; Andreas Wattenberg1; Peter 
Hufnagel2; Claus Koester2; Detlev Suckau2; Martin 
Blueggel1; 1Protagen AG, Dortmund, Germany; 2Bruker 
Daltonik GmbH, Bremen, Germany 
ThP 429 Identification of Proteins Involved in Lipid Transport 
Mechanism using Liquid Chromatography and Mass 
Spectrometry-Based Proteomics; Tarun Gheyi1; Indira 
Neeli2; Charles Mansbach2; Chhabil Dass1; 1The University 
of Memphis, Memphis, TN; 2The University of Tennessee, 
Memphis, TN 
ThP 430 Profile of Secreted Proteins in Conditioned Media 
Which Supports The Prolonged Growth Of Human 
Embryonic Stem Cells (hESC); Sean C Bendall1; Anne 
Rouleau2; Lisa Gallacher2; Mick Bhatia2; Gilles Lajoie1; 
1University of Western Ontario, London, ON, Canada; 
2Robarts Research Institute, London, ON, Canada 
ThP 431 Identification of GRIF-1 Associated Proteins using a 
Proteomics Strategy; Yuqin Wang; Kieran  Brickley; F 
Anne  Stephenson; William J Griffiths; School of 
Pharmacy, London, UK 
ThP 432 Proteomic Trajectories Describe Biological 
Transformation at the Molecular Level; Hiroyuki 
Matsumoto; Hisao Haniu; Nobuaki Takemori; Anil Singh; 
Naoka Komori; University of Oklahoma Health Sciences 
Center, Oklahoma City, OK 
PROTEOMICS:  BIOMARKER – TOP DOWN 
ThP 433 Detection Of Expression Changes And Biomarkers In 
Human Saliva using Quantitative 2D-Chromatography 
And Top-Down Proteomics; Puneet Souda1; Kenneth 
Conklin 1; Alek Dooley 1; Yongming Xie2; Shen Hu3; 
Yang Li3; Kym Faull1; Joseph Loo2; David Wong 3; Julian 
P. whitelegge1; 1The Pasarow Mass Spectrometry 
Laboratory,  UCLA, Los Angeles, CA; 2Biological 
Chemistry, UCLA, Los Angeles, CA; 3School of Dentistry, 
UCLA, Los Angeles, CA; 4Psychiatry and Neuropsychiatric 
Institute, UCLA, Los Angeles, CA; 5Molecular Biology & 
Brain Research Institutes, Los Angeles, CA 
ThP 434 The Benefits and Frustrations of Intact Protein 
Analysis of Closely Related Bacterial Strains; Denis 
Andrzjewski; Tracie L.  Williams; Steven M. Musser; U.S. 
Food and Drug Administration, College Park, MD 
ThP 435 Top-down Microbial Proteomics for Phenotypic 
Biomarker Discovery; Tracie L. Williams; Steven M. 
Musser; U.S. Food and Drug Administration, College 
Park, MD 
ThP 436 Put Down the Shotgun and See the Differences with 
LC-FTMS Profiling; Nathan A. Yates; Jeffrey R. Sachs; 
Matthew Wiener; Ranabir Sinha Roy; Fanyu Meng; 
Xuemei Zhao; Ekaterina G. Deyanova; Cloud P.  Paweletz; 
Mathew T. Mazur; Jayshree Mistry; Anita Y. H.  Lee; 
Ronald C. Hendrickson; Merck & Company, Rahway, NJ 
ThP 437 Comparison of Serum Proteome Analyses using 2D-LC 
MS/MS based on Protein-Peptide Separation Vs. 
Peptide-Peptide Separation; Zhihui Wen; Ying  Zhang; 
Liang Li; University of Alberta, Edmonton, AB, Canada 
ThP 438 Top-down LCMS Analysis of Human CSF Proteins: 
Isoforms of Apo A1; Roger G. Biringer1; Andreas F. R. 
Hühmer1; Michael G. Harrington2; Alfred N. Fonteh2; 
1Thermo Electron, San Jose, CA; 2Huntington Medical 
Research Institutes, Pasadena, CA 
ThP 439 Top-Down Protein Analysis by QqTof Coupled with 
Nanoesi; Cheng Zhao1; Robert  Johnson2; Darlene 
Cothron2; Laura Miesbauer2; Tobias Paquet2; Scott 
Warder2; Tom Holzman2; Todd Olsen2; Karl Walter2; 
Renaldo Mendoza2; Jeffrey Huth2; Troy Wood1; 
1University at Buffalo, Buffalo, NY; 2Abbott Laboratories, 
Abbott Park, IL 
ThP 440 Intact Protein Based Analysis System (IPAS) for 
Proteome Profiling Biological Fluids; Hong Wang1; 
Shawn G.  Clouthier2; Vladimir Galchev2; David E. 
Misek2; Rong Zhao2; Ulrich Duffner2; Chang-Ki Min2; 
John Tra2; Douglas Phanstiel1; Gilbert S.  Omenn2; James 
L.M. Ferrara2; Samir M. Hanash1; 1Fred Hutchinson 
Cancer Research Center, Seattle, WA; 2University of 
Michigan, Ann Arbor, MI 
PROTEOMICS:  BIOMARKERS AND MALDI 
ThP 441 The Automated Multi-Dimensional µLC-MALDI-MS 
Peptide Profiling System Identified Potential 
Biomarkers for Cancer; Hirotaka Fujimoto3; Tetsuo 
Tanigawa1; Toru Nozawa1; Takaaki Satou1; Yasuhiko 
Takeda2; Mitsunori Hirano2; Hideya Kuwabara3; Takahiro 
Inatsugi3; Ken Aoshima3; Reiko Takano4; Takuya 
Katagiri4; Kazuhiko Uchida5; 1Shimadzu Corp., Tsukuba, 
Japan; 2NTT Comware Corp., Chiba, Japan; 3Mitsui 
Knowledge Industry Corp., Tokyo, Japan; 4MCBI Inc., 
Tsukuba, Japan; 5Univ. of Tsukuba, Tsukuba, Japan 
ThP 442 Mass Spectral Disease Profiling: Better Biomarkers or 
Bust?; Scott A Kuzdzal1; Alvydas Mikulskis1; Mary 
Lopez1; Eva Golenko1; Joseph DiCesare1; Wayne Patton1; 
Lisa Sapp1; Guy  della Cioppa2; Gershon Wolfe2; David  
Bennett3; Simon Melov4; 1PerkinElmer Life & Analytical 
Sciences, Shelton, CT; 2Predictive Diagnostics, Vacaville, 
CA; 3Rush Alzheimer's Institute, Chicago , IL; 4Buck 
Institute for Aging, Novato, CA 
ThP 443 Proteome Analysis of Rat Testis Exposed to TCDD; 
Jong-Soon Choi1; Bong-Jeong Shin1; Young Hwan Kim1; 
Seungil Kim1; Kyung-Yoon Choi2; Si-Kwan Kim2; 1Korea 
Basic Science Institute, Daejeon, South Korea; 2Konkuk 
University, Chungju, South Korea 
ThP 444 Profiling and Identification of Peptidomic Markers of 
Myocardial Injury; David Sarracino1; Manor  Askenazi2; 
Jennifer Sutton2; Leo Bonilla2; Rob  Gerszten3; Tori 
Richmond2; 1Harvard-Partners Center for Genetics and 
Genomics, Cambridge, MA; 2Thermo Electron Corp., 
BRIMS Center, Cambridge, MA; 3Mass. General Hospital 
and Harvard Medical School, Boston, MA 
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ThP 445 Development of Rapid Screening Methods for Detection 
of MRSA: Identification of Proteins Indicative of 
Methicillin Resistance by SELDI and MALDI-MS; 
Josephine  Bunch; Cameron W McLeod; Pranav Somaiya; 
Philip Chan; The University of Sheffield, Sheffield, UK 
ThP 446 Targeted Biomarker Detection of Acute Lymphoblastic 
Leukemia using Mass Spectrometric and Proteomics-
Based Methods; Susan E. Abbatiello; Nigel G. J. 
Richards; John R. Eyler; University of Florida, 
Gainesville, FL 
ThP 447 Discovery of Biomarkers for Chronic Lung Allograft 
Rejection by MALDI-TOF Profiles of Bronchoalveolar 
Lavage Fluid; Yan Zhang; Matthew Wroblewski; 
Marshall I Hertz; Christine H  Wendt; Gary L Nelsestuen; 
University of Minnesota, Minneapolis, MN 
ThP 448 Structure Determination of Potential Biomarker 
Proteins Derived from Plasma of Patients with HELLP 
Syndrome by MALDI QIT Tof MS/MS Sequencing; 
Cornelia Koy1; Juliane Heitner2; Martin Resch3; Michael 
Kreutzer1; Pablo Serrano-Fernandez1; Toralf Reimer2; 
Michael O. Glocker1; 1Proteome Center, Rostock, 
Germany; 2University, Rostock, Germany; 3Shimadzu, 
Duisburg, Germany 
ThP 449 High Performance LC/MALDI System in the Analysis 
of Cell Polarity Protein Regulation; Chris M. Lock1; Nic 
Bloomfeld1; Tom Covey1; Peter Kovarik1; Min Yang1; 
Lorne Taylor2; Clark Wells2; Anthony Pawson2; 1MDS 
Sciex, Concord, Canada; 2Samuel Lunenfeld Research 
Institute, Toronto, Canada 
ThP 450 Proteomic Patterns and Prediction of 
Glomerulosclerosis and Its Mechanisms; Baogang J Xu; 
Yu Shyr; Ellen M Donnert; Xiubin Liang; Li-jun Ma; 
Jeremy D Roberts; Richard M Caprioli; Agnes B Fogo; 
Vanderbilt University, Nashville, TN 
ThP 451 Mass Spectral Patterns Indicative of Cancer; Gabriella 
Alexe1; Gyan Bhanot2; Babu Venkataraghavan1; Arnold J. 
Levine1; 1Institute for Advanced Study, Princeton,, NJ; 
2IBM Research, Yorktown Heights, NY 
ThP 452 Characterization of the Reaction Products of 
Aristocholic Acid I with Serum Albumins by 
MALDI/TOF/MS and MALDI/QTOF/MS/MS; Robert 
A. Rieger; Huan Dong; Weiping Xie; Charles  Trujillo; 
Charles R. Iden; State University of New York at Stony 
Brook, Stony Brook, NY 
ThP 453 MS-Based Protein Chip Technology For Rapid And 
Absolute Quantitation Of Expression And Modification 
Level For Cancer-Related Proteins; Erin N. Warren; Jian 
Jiang; Carol E.  Parker; Nedyalka N. Dicheva; Michelle 
Requard; Christoph H. Borchers; UNC-CH, Chapel Hill, 
NC 
ThP 454 Structural Studies on Human Albumin Modified  and 
in vivo with Unsaturated Aldehydes using Tandem MS 
and Salsa Algorithm; Ashraf H Elamin2; Billy W Day2; 
Soumitra Basu2; Paul Wood2; David W Seybert1; 
1Duquesne University, Pittsburgh, PA; 2University of 
Pittsburgh; GPCL, Pittsburgh, PA 
ThP 455 Proteomic Analysis of Human Tear Fluids in Healthy 
and Pathological Conditions; Rosaria Cozzolino1; Marta 
Perez1; Angela  Messina1; Luisa Sturiale1; Domenico 
Garozzo1; Maria Grazia Mazzone2; Marcello Santocono2; 
1CNR ICTP, Catania, Italy; 2SIFI S.p.A., Catania, Italy 
ThP 456 Discovery of Biomarkers for Endometrial Carcinoma 
by Direct Profiling of Proteins in Tissue Sections using 
Selective MALDI-Spotting and MALDI MS; Jingzhong 
Guo1; Muntajib Alhaq2; Leroi DeSouza1; Gordon Nye3; 
Werner Martin3; Alexander D. Romaschin4; Terence J. 
Colgan2; K.W. Michael Siu1; 1York University, Toronto, 
ON, Canada; 2Mount Sinai Hospital, Toronto, ON, 
Canada; 3LEAP Technologies, Inc., Carrboro, NC; 
4Toronto General Hospital, Toronto, ON, Canada 
ThP 457 Protein Profiling of Mammalian Cells using MALDI-
TOF and LC/ESI/MS-MS; Xu Zhang; Mark Scalf; 
Michael S. Westphall; Lloyd M. Smith; University of 
Wisconsin, Madison, WI 
PROTEOMICS:  FUNDAMENTAL STUDIES 
ThP 458 Prefractionation and Separation Strategies in Studies of 
Complex Proteomes; Mary K. Doud; Michael W. 
Schmidt; Dieter A. Wolf; Alexander R. Ivanov; Harvard 
School of Public Health, Boston, MA 
ThP 459 Mass Spectrometric Analysis of Transpeptidated 
Peptides after Enzymatic Protein Digestion; Heike 
Schaefer1; Daniel C. Chamrad2; Kai A. Reidegeld1; Martin 
Blueggel2; Stefan Klaus1; Helmut E. Meyer1; Katrin 
Marcus1; 1Ruhr-Universitaet Bochum, Bochum, Germany; 
2Protagen AG, Dortmund, Germany 
ThP 460 Data Collection Center: A Unique Database for 
Heterogeneous Proteomics Data from the HUPO Brain 
Proteome Project; Christian Stephan1; Kai A. Reidegeld1; 
Michael Hamacher1; Chris Taylor2; Philip Jones2; Rolf 
Apweiler2; Lennart Martens3; Gerhard Körting4; Christian 
Scheer4; Herbert Thiele5; Martin Blüggel4; Helmut E. 
Meyer1; 1Medical Proteom-Center, Bochum, Germany; 
2European Bioinfomatics Institute, Hinxton, United 
Kingdom; 3Dept. of Medical Protein Research, Ghent, 
Belgium; 4Protagen AG, Dortmund, Germany; 5Bruker 
Daltonics GmbH, Bremen, Germany 
ThP 461 Assigning Probabilities to Peptide Identifications from 
FTMS Accurate Mass Measurements using a Double 
Digest Approach; Deborah H. Lundgren; David K. Han; 
UConn Health Center, Farmington, CT 
ThP 462 Purification and Identification of Potential EphB2 
Signaling Proteins using Mammalian Tandem Affinity 
Purification and Mass Spectrometry; Wen Chen; 
Thomas A. Neubert; Skirball Institute, New York 
University, New York, NY 
ThP 463 Protein Profiling of the Cell Culture Medium of Shear 
Stressed Human Microvascular Endothelial Cells; 
Conlin P O´Neil; Carolyn Yong; Melody A Swartz; Jeffrey 
A Hubbell; École Polytechnique Fédérale de Lausanne, 
Lausanne, VD Switzerland 
ThP 464 Molecular Weight Determination of Proteins in Total 
Proteome Profiles using 1D-PAGE and LC/MS/MS; Q. 
Rushdy Ahmad1; Martin Steffen1; Rob Harper1; George 
Church2; Dat Nguyen2; Mark Wingerd1; 1Boston University 
School of Medicine, Boston, MA; 2Harvard Medical 
School, Cambridge, MA 
ThP 465 Concerted Serum Proteomics and Glycomics Analyses 
of Colonic Tumor Progression in Inbred Mouse Model; 
He-Hsuan Hsiao1; Shu-Yu Lin1; Yi-Yun  Chen1; Yao-Yun 
Fan2; Chia-Wei  Lin2; Yuh-Ying  Yeh1; Hsin-Yu Hsieh1; 
Shui-Tsung Chen2; Kay-Hooi Khoo2; Andrew H.-J.  
Wang2; 1Core Facilities for Proteomic Research, Taipei, 
Taiwan; 2Institute of Biological Chemistry, Taipei, Taiwan 
ThP 466 Kinetic Analysis of Proteolytic Digestion of Human 
Plasma Proteins by Mass Spectrometry; Jizu Yi; Craig 
A. Gelfand; BD Diagnostics, Franklin Lakes, NJ 
ThP 467 Comparison of the Molecular Mechanisms of Adult and 
Developmental Brain Plasticity in the Mouse: a 
Proteomic Approach; Babs  Van de Plas; Gert Van den 
Bergh; Stefan Clerens; Lutgarde Arckens; Lab of 
Neuroplasticity & Neuroproteomics, K.U.Leuven, Belgium 
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PROTEOMICS:  PHOSPHORYLATION 
ThP 468 A Phosphoproteomics Approach for the Analysis of an 
EGF-Stimulated Cell Line combining Phosphoprotein 
Enrichment and MudPIT; Elsa Wagner; Bernd Müller; 
Nikolaos Berntenis; Axel Ducret; Hanno Langen; F. 
Hoffmann La Roche Ltd, Basel, Switzerland 
ThP 469 Identification of Phosphopeptides by MALDI Q-TOF 
MS in Positive and Negative Ion Mode after Methyl 
Esterification; Chong-Feng Xu; Moosa Mohammadi; 
Thomas A. Neubert; New York University School of 
Medicine, New York, NY 
ThP 470 Differential Proteomics using qPST with a Defined 
Biological System - A Validation Study; Jürgen Schäfer; 
Christian Baumann; Marco Schärfke; Karsten Kuhn; 
Thorsten Prinz; Christian Hamon; Josef Schwarz; Sandra 
Steiner; Proteome Sciences R&D GmbH&Co KG, 
Frankfurt, Germany 
ThP 471 Enhanced Detection of Phosphopeptides and His-Tag 
Proteins with a Chemically Modified MALDI-Target; 
Tri Hoang1; Ali Tinazli2; Robert Tampé2; Michael Karas1; 
1J.W. Goethe-University, Inst. for Pharm. Chemistry, 
Frankfurt, Germany; 2J.W. Goethe-University, Institute of 
Biochemistry, Frankfurt, Germany 
ThP 472 Diagonal Chromatography for Phosphopeptide 
Detection; Steve MM Sweet; Simon J Gaskell; University 
of Manchester, Manchester, GB 
ThP 473 Multidimensional Liquid Chromatographic Strategies 
and Mass Spectrometry Analysis of the Diabetic 
Proteome and Phosphoproteome; Sigmund J. Haidacher; 
Ronald G. Tilton; Zheng Wu; Anthony Haag; Alexander 
Kurosky; Larry Denner; University of Texas Medical 
Branch, Galveston, TX 
ThP 474 Phosphopeptide Enrichment with Biotinylated 
Nitrilotriacetic Acid Immobilized on Bound 
Streptavidin; Grady R Blacken; Michael H Gelb; 
František  Turecek; University of Washington, Seattle, WA 
ThP 475 Phosphotyrosine Proteome Analysis and Construction 
of Signal Transduction Pathways from SILAC LC-
MS/MS Studies of EphB2; Daniel S Spellman; Guoan 
Zhang; Thomas A Neubert; Skirball Institute of 
Biomolecular Medicine, New York, NY 
ThP 476 IMAC Phospho-Tip Enhanced Specificity for 
Phosphopeptides Analysis; Yoshiya Oda1; Makiko 
Kokubu2; Yasushi Ishihama1; Toshitaka Sato1; Takeshi 
Nagasu1; 1Eisai Co., Ltd., Tsukuba, Japan; 2Tsukuba 
university, Tsukuba, Japan 
ThP 477 Novel Method for Identification of Low Abundance 
Phosphorylation Sites by an Intermediate-Vacuum 
MALDI on a Linear Ion Trap Mass Spectrometer; 
Laurance L Lee1; Rosa Viner1; Huy Bui1; Susan 
Weintraub2; Zhengping  Yi2; Lawrence J. Mandarino2; Ken 
Miller1; 1Thermo Electron, San Jose, CA; 2University of 
Texas Health Science Center, San Antonio, TX 
ThP 478 Global Profiling of Tyrosine Phosphorylation related to 
Cancer using Mass Spectrometry; Yongming Xie1; Yun 
Han2; Ann Kromsky2; David Eisenberg1; Joseph A. Loo1; 
Thomas G. Graeber2; 1Dept. of Chem and Biochem, UCLA, 
Los Angeles, CA; 2Crump Institute for Molecular Imaging, 
UCLA, Los Angeles, CA 
ThP 479 An Automated MDLC Protocol For Trace Enrichment 
of Phosphopeptides from Complex Proteome Samples; 
Peter Kent; Lori Ann Upton; Ron Bobel; Kerry Nugent; 
Michrom Bioresources, Auburn, CA 
ThP 480 Characterization of Runx2 Phosphorylation Induced by 
FGF-2/PKC Pathways; Byung-Gyu Kim; Seung-Jin Lee; 
Hyun-Jung Kim; Won-Jun Yoon; Youn-Jeong Kim; Sun-
Hee Her; Hye-Jeong Park; Hyun-Mo Ryoo; Je-Yoel Cho; 
Kyungpook National University, Daegu, South Korea 
ThP 481 A Novel Strategy for Highly Selective Purification of 
Phosphorylated Peptides from Complex Mixtures using 
Titanium Dioxide Microcolumns; Martin R. Larsen; Tine 
E. Thingholm; Ole N. Jensen; Peter Roepstorff; Thomas 
J.D. Jorgensen; Biochemistry and Molecular Biology, 
SDU, Odense, Denmark 
ThP 482 Sequential Phosphorylation of HEF1 by Aurora Kinase 
During Mitosis; Elena Pugacheva; Erica Golemis; 
Anthony Yeung; Thomas Davis; Steven H. Seeholzer; Fox 
Chase Cancer Center, Philadelphia, PA 
ThP 483 Identification of Tyrosine Phosphorylated Peptides by 
Anti-Phosphotyrosine Antibody Purification and 
Matrix-Assisted Laser Desorption/Ionization-
Quadruple-Time of Flight Mass Spectrometry; Guoan 
Zhang; Thomas A. Neubert; New York University School of 
Medicine, New York, NY 
ThP 484 Analyisis of Changes in the Phosphoproteome of Ba/F3 
Cells Due the Effect of the BCR-ABL Oncogene; Eva  
Rodriguez Suarez; Anthony Whetton; Simon  Gaskell; 
University of Manchester, Manchester, UK 
ThP 485 Targeted Hypothesis-Driven Mass Spectrometry (THD-
MS):  a Synthesis of Methods for the Detection and 
Identification of Phosphopeptides; Matthew P.  Torres; 
William F. Marzluff; Christoph H. Borchers; University of 
North Carolina at Chapel Hill, Chapel Hill, NC 
ThP 486 Metal Nanoparticle-Based Polymer Monolithic 
Columns Dedicated to the Specific Trapping of 
Phosphopeptides; François Dupire; Cécile Cren; Christian 
Rolando; Séverine Le Gac; Université des Sciences et 
Technologies de Lille, Villeneuve d'Ascq, France 
ThP 487 Improved Phosphopeptide Detection by LC-MS/MS 
using Immobilised Metal-Ion Affinity Chromatography 
and 1,1,1,3,3,3 Hexafluoroisopropanol; Helen L Byers1; 
Kit-Yi Leung1; Malcolm A Ward1; Andrew J Thompson2; 
1Proteome Sciences Plc, London, England; 2Institute of 
Psychiatry, London, England 
ThP 488 Phosphoproteome Analysis of Anaplastic Large Cell 
Lymphoma (ALCL); David K. Crockett1; Jonathan A. 
Schumacher 1; Kojo S.J. Elenitoba-Johnson2; Megan S. 
Lim2; 1ARUP Laboratories, Salt Lake City, UT; 
2University of Utah School of Medicine, Salt Lake City, UT 
ThP 489 Phosphoprotein Detection on Protein Microarrays to 
Decipher Signal Transduction Pathways Involved in 
Breast Cancer Progression; Tasneem H. Patwa1; David 
M. Lubman1; Fred R. Miller2; 1University of Michigan, 
Ann Arbor, MI; 2Barbara Ann Karmanos Cancer Institute, 
Detroit, MI 
ThP 490 Temporal Analysis of the Early Phosphorylation Events 
Involved in Response to Hormone Stimulation in 
Physcomitrella Patens; Dimitri Heintz1; Anthony A 
High1; Virginie Wurtz1; Eric Sarnighausen2; Ralf Reski2; 
Alain Van Dorsselaer1; 1Universite Louis Pasteur ECPM, 
Strasbourg, France; 2Freiburg University, Freiburg, 
Germany 
PROTEOMICS:  QUANTITATION – DIFFERENTIAL 
LABELING 
ThP 491 Proteomic Analysis of Rat Serum in a Model of Liver 
Cancer using cICAT Labeling and Multi-Dimensional 
Chromatography Interfaced with MS/MS; Qilie Luo; 
Edward Nieves; Ruth H. Angeletti; Albert Einstein College 
of Medicne, Bronx, NY 
ThP 492 Optimization of GlaD Chemistry for Quantitative 
Proteomics; Francesco L Brancia1; Daniela  Delneri2; 
1Shimadzu Research Laboratory, Manchester, UK; 2The 
University of Manchester, Manchester, UK 
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ThP 493 Catch-and Release (CAR) Reagents in Systems Biology: 
New Tools for the Study of Relative Protein Expression 
Levels During Anoikis; Carlos A. Gartner; Tobias  
Schmelze; Joan S. Brugge; Steven P. Gygi; Harvard 
Medical School, Boston, MA 
ThP 494 High-Throughput Quantitative Phosphoproteomic 
Analysis using the Accurate Mass and Time Tag 
Approach Combined with Enzymatic 
Dephosphorylation; Shi-Jian Ding1; Feng  Yang1; Weijun  
Qian1; David G Camp1; Barry  Wang2; Jon M Jacobs2; 
Quanzhou  Luo1; Rui Zhao1; Richard L Klemke2; Richard 
D Smith1; 1Pacific Northwest National Laboratory, 
Richland, WA; 2The Scripps Research Institute, La Jolla, 
CA 
ThP 495 Highly Multiplexed Comparative Proteomics via 
Methylation with Isotopically Coded Formaldehydes; 
Jeremy E. Melanson; Kenneth A. Chisholm; Steven L. 
Avery; Steven J. Locke; Devanand M. Pinto; National 
Research Council of Canada, Halifax, NS, Canada 
ThP 496 Characterization of Rhodobacter Sphaeroides Aerobic 
and Photosynthetic Cultures by High Resolution 
Proteomic Measurements; Stephen J Callister; Joshua N 
Adkins; Matthew E Monroe; Carrie D Goddard; Gordson 
A Anderson; Richard D Smith; Jim K Fredrickson; Mary S 
Lipton; Battelle Pacific Northwest National Laboratory, 
Richland, WA 
ThP 497 Comparison of Label and Label-free Approaches for 
Quantitative Proteome Analysis; Devanand  M Pinto1; 
Jeremy  Melanson1; Steve Avery1; Kenneth Chisholm1; 
Steven J Locke1; Moulay Alaoui-Jamali 2; 1National 
Research Council , Halifax, Canada; 2McGill University, 
Lady Davis Research Institute, Montreal, Canada 
ThP 498 Quantitative Proteomics using MALDI-TOF MS 
Analysis; Diane Lebeau; Nelly Papin; Sami Zerzeri; 
Ekaterina Darii; Ivo G Gut; CNG, Evry, France 
ThP 499 Investigation of the Utility of Ion Current for High-
Throughput Identification of Quantitative Changes in 
Protein-Protein Interactions; Melinda A. McFarland2; 
Xiaoyu Yang1; Jeffrey A.  Kowalak1; Marjan  Gucek1; 
Anthony J. Makusky1; Christopher E. Ellis2; Robert L. 
Nussbaum2; Sanford P. Markey 1; 1National Institute of 
Mental Health, Bethesda, MD; 2National Human Genome 
Research Institute, Bethesda, MD 
ThP 500 Determination of Erythropoietin Receptor-Dependent 
Proteins by One-Dimensional Gel Electrophoresis, In-
Gel Isotopic Labeling and Tandem Mass Spectrometry; 
Sandra Körbel1; Michael Schümann2; Thomas Bittorf1; 
Eberhard Krause2; 1Institut für Medizinische Biochemie, 
Universität, Rostock, Germany; 2Forschungsinstitut für 
Molekulare Pharmakologie, Berlin, Germany 
ThP 501 N-Terminal Dimethyl Labeling Strategy for 
Quantitative Proteome Analysis and  De Novo Peptide 
Sequencing; Chengjie Ji; Nan Guo; Liang Li; University of 
Alberta, Edmonton, Canada 
ThP 502 Isotope-Coded Reductive Amination for Quantitation 
(iRAQ) Applied to Phosphoproteins Obtained from a 
LPS Stimulated Mouse Macrophage Cell Line; Richard 
S Johnson; Min Shen; J Alex Taylor; Chris Farnsworth; 
Amgen Corporation, Seattle, WA 
ThP 503 Monitoring Viral Infection by Proteomic Mass 
Spectrometry; Eden  Go1; Zhouxin  Shen2; Grace Tong1; 
Sunia Trauger1; Cindy Wranik1; Theodore Brandon1; 
Anette Schneemann1; Gary  Siuzdak1; 1The Scripps 
Research Institute, La Jolla, CA; 2Mass Consortium 
Corporation, San Diego, CA 
ThP 504 In-Gel Stable Isotope Labeling - An Alternative 
Approach; John M Asara1; Xiang Zhang2; Bin Zheng1; 
Masako Matsuo1; Timothy Q Li1; Lewis C Cantley1; 1Beth 
Israel Deaconess Medical Center, Boston, MA; 2Purdue 
University, West Lafayette, IN 
ThP 505 Differential Protein Expression in Cerebrospinal Fluid 
from Equine Protozoal Myeloencephalitis Infected 
Horses using Acetate Labeling; Doris E Terry; Hamid 
Mirzaei; Purdue University, West Lafayette, IN 
ThP 506 New Isotopic Labeling Approach for Quantitative 
Protein Analysis by LC-MALDI-TOF/TOF; Stephanie 
Hahner; Anja Resemann; Sven Brand; Wolfgang Jabs; 
Detlev  Suckau; Bruker Daltonik GmbH, Bremen, 
Germany 
ThP 507 A Novel Strategy for the Analysis of cICAT Data to 
Quantify Protein Changes in Plasma; Kit-Yi Leung1; 
James Campbell1; Pierre Lescuyer2; Helen L. Byers1; 
Laure Allard2; Jean-Charles Sanchez2; Malcolm A. Ward1; 
1Proteome Sciences Plc, London, United Kingdom; 
2Central Clinical Chemistry Laboratory, Geneva, 
Switzerland 
ThP 508 Comparative Proteomics of Protein Sorting and 
Proteolysis Chloroplast Mutants in Arabidopsis 
Thaliana; Giulia Friso; Andrea Rudella; Heidi L. 
Rutschow; Klaas J. van Wijk; Cornell University, Ithaca, 
NY 
ThP 509 Combining Protein Identification and Quantitation: C-
Terminal Isotope-Coded Tagging; Alexandre Panchaud1; 
Michael Affolter2; Elisabeth Guillaume2; Fabien Robert2; 
Philippe Moreillon1; Martin Kussmann2; 1University of 
Lausanne, Lausanne, Switzerland; 2Nestlé Research 
Center, Lausanne, Switzerland 
ThP 510 Proteome Analysis of HIV-1 Infection in CD4+ T-Cells 
by 16O/18O Labeling and  Accurate Mass and Time 
Tag Strategy; Eric Y Chan1; Wei-Jun Qian2; Tao Liu2; 
Deborah L Diamond1; David G Camp II2; Richard D 
Smith2; Michael G Katze1; 1University of Washington, 
Seattle, WA; 2Pacific Northwest National Laboratory, 
Richland, WA 
ThP 511 A New Comparative Proteomic Method using Lys-N 
Catalyzed 16O/18O Labeling Strategy; Chandra Sekhar 
Rao Kadiyala; Vikram Palamalai; Jane R Dunlevy; Masaru 
Miyagi; University Of North Dakota, Grand Forks, ND 
ThP 512 Analyzing Interferon-g Responses in Primary Human 
Keratinocytes using 18O Labelling and Liquid 
Chromatography-Electrospray Ionisation Ion Trap 
Mass Spectrometry; Paul J Hensbergen; Crina IA Balog; 
Arij M  Weerheim; Cornelis P  Tensen; André M Deelder; 
Leiden University Medical Center, Leiden, the Netherlands 
ThP 513 Proteomics Study of Anthrax Toxin Treated Immune 
System Cells; Jeffrey F. Kuhn; Kenneth B. Tomer; 
NIEHS/NIH/DHHS, Research Triangle Park, NC 
ThP 514 Complimentary Techniques for Differential 
Proteomics, O-18 Labeling and Difference In-Gel 
Electrophoresis (DIGE); Linda A. Breci; Emily Hattrup; 
Fatimah Hickman; Paul A. Haynes; University of Arizona, 
Tucson, AZ 
ThP 515 Development of a Multistep Solid Phase Mass Tagging 
and 2D LC/MS Approach for Quantitative Proteomics; 
Yang Shi1; Rong  Xiang2; Csaba Horvath1; James A 
Wilkins1; 1Yale University, New Haven, CT; 2Merck 
Research Laboratories, Rahway, NJ 
PROTEOMICS:  QUANTITATIVE PROFILING SOFTWARE & 
TECHNIQUES 
ThP 516 Automatic Biomarker and Compound Identification 
using Mass Spectral Data; Juergen H. Cox; Marc K. 
Flesch; Peter P. Haberl; Ruediger Heidenblut; Melanie  
Markmann; Jim O. Samuelsson; Genedata, Martinsried, 
Germany 
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ThP 517 The Development and Application of an Automated 
MALDI-TOF Mass Spectrometric Method for the 
Reproducible Analysis of Large Data Sets; Anne 
McLachlan1; Michael Borchers2; Patrick A Limbach2; 
Prakash Velayutham1; Michael Wagner1; 1Cincinnati 
Children's Hospital Medical Centre, Cincinnati, OH; 
2University of Cincinnati, Cincinnati, OH 
ThP 518 Software for Automated Differential Expression 
Analysis using 2D and 3D Representations of LC-MS 
Data for Interactive Confirmation of Results; Lennart 
Bjorkesten; Anders Kaplan; Malin Soderstrom; Harald 
Pettersen; Staffan Lindqvist; John Flensburg; David Fenyo; 
GE Healthcare, Uppsala, Sweden 
ThP 519 Label-Free Differential Analysis of Proteins in Lipid 
Rafts using LC-MS and the MSIGHT Software Tool; 
Manfredo Quadroni1; Frederique Baruthio2; Daniel 
Walther3; Ron Appel3; Curzio Ruegg2; Agnese Mariotti2; 
1Protein Analysis Facility, Epalinges, VD, Switzerland; 
2Multidisciplinary Oncology Center, Epalinges, VD, 
Switzerland; 3Swiss Institute of Bioinformatics, Geneva, 
GE, Switzerland 
ThP 520 Whole Spectrum Analysis of Mass Spectrometry Data 
for Differential Expression Profiling; Deming Mi; Dean 
Billheimer; Jeremy L. Norris; Sarah A. Schwartz; James A. 
Mobley; Dale S. Cornett; Richard M. Caprioli; Vanderbilt 
University, Nashville, TN 
ThP 521 Comparison of Isotope Coded Affinity Tag (ICAT) to 
Regular Old Ordinary Mass Spectrometry (ROOMS) 
for Quantitative Proteomics; Soyoung Ryu1; Dragan 
Radulovic2; Byron Gallis1; Youngah Goo1; Scott A 
Shaffer1; David R Goodlett1; 1University of Washington, 
Seattle, WA; 2Florida Atlantic University, Boca Raton, FL 
ThP 522 Differential Expression Analysis using an Unlabelled 
Approach and a New Software for Relative 
Quantification of LC-MS/MS Data; John Flensburg1; 
Carolina Johansson2; Lars Sundström2; 1GE Healthcare, 
Amersham Biosciences AB, Uppsala, Sweden; 2Uppsala 
University, Biomedical Center, Uppsala, Sweden 
ThP 523 Identification of Statistically Relevant Protein 
Differences of Normal and Tumor Brain Tissue using 
Complimentary Proteomics Workflows; M. Alexander 
Shaw1; Stacey M. Loyland2; G. Reid  Asbury2; 1Thomas 
Jefferson University, Kimmel Cancer Center, Philadelphia, 
PA; 2GE Healthcare, Piscataway, NJ 
ThP 524 Development of Quantitative Data Management System 
for Proteome-Scale Mass Spectrometry; Ken Aoshima1; 
Koji  Yanagisawa1; Yasuto Yokoi1; Masayuki Ikawa1; 
Hiroshi Yoshida1; Yuji Miura1; Yoshiya Oda2; Yasushi 
Ishihama2; Tsuyoshi Tabata2; Takatoshi Kawai2; Takeshi 
Nagasu2; 1Mitsui Knowledge Industry Co.,Ltd., Tokyo, 
Japan; 2Eisai Co.,Ltd., Tsukuba, Japan 
ThP 525 Recent Development on Binning Methods for High-
Throughput Mass Spectrometry Data; Huiming Li1; 
Hong Don2; Ming Li1; Richard M. Caprioli1; Yu Shyr1; 
1Vanderbilt University, Nashville, TN; 2East Tennessee 
State University, Johnson City, TN 
ThP 526 An Informatics Tool for Quantiative Analysis of LC-
MS Data for Proteomic Biomarker Applications; Mark 
Daniels; Jonathan Fitchett; Melissa Heller; Alex Buko; 
Kenneth Kupfer; Biogen Idec, San Diego, CA 
ThP 527 Quantitative Proteomic Analysis of Metabolically 
Labeled Ammonium Starvation Nitrosomonas 
Europaea using ZoomQuant_N15; Mark Scalf1; Molly C. 
Pellitteri1; Brian D. Halligan2; Michael S. Westphall1; 
William J. Hickey1; Lloyd M. Smith1; 1University of 
Wisconsin, Madison, WI; 2Medical College of Wisconsin, 
Milwaukee, WI 
ThP 528 Quantative Protein Profiling using FTMS and 
Differential Mass Spectrometry; Fanyu Meng; Mathew 
Wiener; Jeff Sachs; Cloud Paweletz; Xuemei Zhao; Anita 
Lee; Ekaterina Deyanova; Mathew Mazur; Jayshree 
Mistry; Nathan Yates; Ronald Hendrickson; Merck & Co., 
Inc, Rahway, NJ 
ThP 529 A Statistical Study for Protein Biological Variation of 
Human Serum by LC/MS/MS; Guo-Zhong Li; Jeff C. 
Silva; Scott  Geromanos; Craig A. Dorschel; Marc V. 
Gorenstein; Waters Corporation, Milford, MA 
ThP 530 Preparing MALDI Mass Spectra for Statistical 
Analysis: A Practical Approach; Jeremy L. Norris1; Dale 
S. Cornett1; James A. Mobley1; Sarah A. Schwartz1; 
Heinrich Roder2; Richard M. Caprioli1; 1Vanderbilt 
University School of Medicine, Nashville, TN; 2Efeckta 
Technologies, Corp., Steamboat Springs, CO 
ThP 531 Quantitative Proteomics Analysis System i-OPAL; Hisae 
Anyoji1; Mitsuhiro Kanazawa1; Hsiao-Kun Tu1; Takao 
Kawakami2; Toshihide Nishimura2; Atsushi Ogiwara2; 
1Medical ProteoScope Co., Ltd., Tokyo, Japan; 2Tokyo 
Medical University, Tokyo, Japan 
ThP 532 Detection of Post-Translational Modified Protein in 
DIGE Gels using DeCyder and DeCyder MS; Karl 
Skold1; Marcus Svensson1; Jesper Hedberg2; Per 
Svenningsson3; Per E Andren1; 1Uppsala University, 
Uppsala, Sweden; 2GE Healtcare, Uppsala, Sweden; 
3Karolinska Institute, Stockholm, Sweden 
ThP 533 Identification of Differentially Expressed Proteins 
Across Multiple MALDI-TOF Datasets; Paul Loriaux1; 
Hui Zhang1; Alvin Liu2; Mingliang Ye1; Ruedi Aebersold1; 
1Institute for Systems Biology, Seattle, WA; 2University of 
Washington, Seattle, WA 
ThP 534 Cell-wide Protein Abundance Comparisons for Novel 
Biomarker Identification in Yersinia pestis--Without 
Stable Isotopic Labeling; Kim K Hixson1; Joshua N 
Adkins1; Matthew E Monroe1; Brett A Chromy2; Sandra L 
McCutchen-Maloney2; Richard D Smith1; Mary S Lipton1; 
1Environmental Molecular Sciences Laboratory, PNNL, 
Richland, WA; 2Lawrence Livermore National Laboratory, 
Livermore, CA 
ThP 535 Addressing the Reproducibility Aspect of LC-MS/MS 
Based Protein Identification; Matthias Berg12; Lennart 
Björkesten12; Harald Pettersen12; Magnus Isaksson12; 
David Fenyö12; 1GE Healthcare, Freiburg, Germany; 2GE 
Healthcare, Uppsala, Sweden 
ThP 536 A New Algorithm for Quantitation of LC-MS 
Proteomic Data; Victor P Andreev; Li Zang; Tomas 
Rejtar; Sanjeev Pillai; Lingyun Li; Yonghui Wang; Shiaw-
Lin Wu; Barry L Karger; Northeastern University, Boston, 
MA 
ThP 537 Protein Quantitation using an Integrated Statistical 
Analysis Pipeline; Richard Haney2; Carol E. Parker1; 
Patrick  McConnell2; Simon Lin2; Salvatotore Mungal2; 
Christoph H. Borchers1; 1UNC-CH, Chapel Hill, NC; 
2Duke Comprehensive Cancer Center, Durham , NC 
ThP 538 The Use of Software Visualization Tools for the 
identification of PTM Patterns and Artefacts  in LC-
MS Experiments; Harald Pettersen12; Lennart 
Björkesten12; Matthias Berg12; 1GE Healthcare, Upssala, 
Sweden; 2GE Healthcare, Freiburg, Germany 
ThP 539 Estimating Relative Protein Abundance using Total 
Peptide Count with GeLC/MS/MS: A S. aureus Case 
Study; Richard C. Jones; Mark E. Hart; Ricky D.  
Edmondson; FDA/NCTR, Jefferson, AR 
ThP 540 Recognition of Distinct Protein Isoforms and Isoform-
Specific Quantitation; Wilfred H. Tang; Sean L. 
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Seymour; Alex Loboda; Christie L. Hunter; Daniel A. 
Schaeffer; Applied Biosystems|MDS Sciex, Foster City, CA 
PROTEOMICS:   
SAMPLE PREPARATION AND METHODOLOGIES 
ThP 541 Evaluation of Novel Monolithic Supports for Combined 
Enzyme Immobilization and Protein Separations for 
Proteomics Research; Kai Zhang; Xiaoting Tang; Si Wu; 
Nathan K. Kaiser; James E. Bruce; Washington State 
University, Pullman, WA 
ThP 542 Improving Protein Coverage in nanoLC-MS Peptide 
Mapping by using a Sub-Ambient Enrichment Column 
to Bind Hydrophilic Peptides; Adam W. Lucka; Rekha 
Patel; Bruce A. Andrien; Alexion Pharmaceuticals, 
Cheshire, CT 
ThP 543 Chicken PIST:  Comparative Proteomics for 
Identifying Novel Genes; Amanda M. Cooksey; Fiona M.  
McCarthy; G. Todd Pharr; Shane C. Burgess; Mississippi 
State University, Starkville, MS 
ThP 544 Improving Protein Identification by Mimicking an 
ArgC digest using Trypsin as a Protease; Dhanashri 
Bagal; I. Jonathan Amster; University of Georgia, Athens, 
GA 
ThP 545 Minimizing 18O Back Exchange for Quantitative 
Proteomics; Peggi M. Angel; Ron Orlando; University of 
Georgia , Athens , GA 
ThP 546 Combination of Electrophoresis Separation with 
Microwave-assisted Acid Hydrolysis and MALDI MS 
for Protein Characterization; Nan Guo; Hongying  
Zhong; Mahmoud M.  Yassine; Charles  Lucy; Liang  Li; 
University of Alberta, Edmonton, AB, Canada 
ThP 547 Mass Defect Labeling of Cysteine and Tryptophan for 
Improving Peptide Assignment in Shotgun Proteomic 
Analyses; Hilda Hernandez; Chunyan Li; Sarah Niehauser; 
Vijay Gawandi ; Robert Phillips; I. Jonathan Amster; 
University of Georgia, Athens, GA 
ThP 548 Enhanced Protein Identification and Characterization 
using Parallel PSD on an axial MALDI TOF MS; 
Emmanuelle Claude1; Marten Snel1; Thomas Franz2; Anja 
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